Err 
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SEQUENCE LISTING 

<:110> Dumas Milne Edwards, J.B. 
Duclert A. 
Giordano, J.Y. 

<120> Expressed Sequence Tags and Encoded Human Proteins. 

<130> GENSET . 054A 

<150> US 60/122,487 

<151> 1999-02-26 

<160> 36681 

<170> Patent. pm 

<210> 1 

<211> 822 

<212> DNA 

<213> Homo Sapiens 

<220> 
<221> CDS 
<222> 346. .552 

<221> sig__peptide 

<222> 346. .408 

<223> Von Heijne matrix 



<400> 1 

actcctttta gcataggggc ttcggcgcca gcggccagcg ctagtcggtc tggtaagtgc 60 
ctgatgccga gttccgtctc tcgcgtcttt tcctggtccc aggcaaagcg gasgnagatc 12 0 
ctcaaacggc ctagtgcttc gcgcttccgg agaaaatcag cggtctaatt aattcctctg 180 
gtttgttgaa gcagttacca agaatcttca accctttccc acaaaagcta attgagtaca 240 
cgttcctgtt gagtacacgt tcctgttgat ttacaaaagg tgcaggtatg agcaggtctg 300 
aagactaaca ttttgtgaag ttgtaaaaca gaaaacctgt tagaa atg tgg tgg ttt 357 

Met Trp Trp Phe 
-20 

cag caa ggc etc agt ttc ctt cct tea gec ctt gta att tgg aca tct 405 
Gin Gin Gly Leu Ser Phe Leu Pro Ser Ala Leu Val lie Trp Thr Ser 

-15 -10 -5 

get get ttc ata ttt tea tac att act gca gta aca etc cac cat ata 453 
Ala Ala Phe He Phe Ser Tyr He Thr Ala Val Thr Leu His His He 

15 10 15 

gac ccg get tta cct tat ate agt gac act ggt aca gta get cca raa 501 
Asp Pro Ala Leu Pro Tyr He Ser Asp Thr Gly Thr Val Ala Pro Xaa 

20 25 30 

aaa tgc tta ttt ggg gca atg eta aat att gcg gca gtt tta tgt caa 54 9 

Lys Cys Leu Phe Gly Ala Met Leu Asn He Ala Ala Val Leu Cys Gin 

35 40 45 

aaa tagaaatcag gaarataatt caacttaaag aakttcattt catgaccaaa 602 



1 



Lys 

ctcttcaraa acatgtcttt acaagcatat ctcttgtatt gctttctaca ctgttgaatt 662 

gtctggcaat atttctgcag tggaaaattt gatttarmta gttcttgact gataaatatg 722 

gtaaggtggg cttttccccc tgtgtaattg gctactatgt cttactgagc caagttgtaw 782 

tttgaaataa aatgatatga gagtgacaca aaaaaaaaaa 822 

<210> 2 
<211> 21 
<212> PRT 

<213> Homo Sapiens 
<220> 

<221> SIGNAL 
<222> 1. .21 

<223> Von Heijne matrix 
score 5.5 

seq SFLPSALVIWTSA/AF 



3 1 

yj 

. 3* 



<400> 2 

Met Trp Trp Phe Gin Gin Gly Leu Ser Phe Leu Pro Ser Ala Leu Val 
15 10 15 

lie Trp Thr Ser Ala 
20 

<210> 3 
<211> 526 
<212> DNA 

<213> Homo Sapiens 

<220> 
<221> CDS 
<222> 90. .344 

<221> sig_peptide 

<222> 90. .140 

<223> Von Heijne matrix 



<400> 3 

aatatrarac agctacaata ttccagggcc artcacttgc catttctcat aacagcgtca 60 
gagagaaaga actgactgar acgtttgag atg aag aaa gtt etc etc ctg ate 113 

Met Lys Lys Val Leu Leu Leu lie 
-15 -10 
aca gec ate ttg gca gtg get gtw ggt ttc cca gtc tct caa gac cag 161 
Thr Ala He Leu Ala Val Ala Val Gly Phe Pro Val Ser Gin Asp Gin 

-5 15 
gaa cga gaa aaa aga agt ate agt gac age gat gaa tta get tea ggr 2 09 

Glu Arg Glu Lys Arg Ser He Ser Asp Ser Asp Glu Leu Ala Ser Gly 

10 15 20 

wtt ttt gtg ttc cct tac cca tat cca ttt cgc cca ctt cca cca att 257 
Xaa Phe Val Phe Pro Tyr Pro Tyr Pro Phe Arg Pro Leu Pro Pro He 

25 30 35 

cca ttt cca aga ttt cca tgg ttt aga cgt aan ttt cct att cca ata 305 



2 



Pro Phe Pro Arg Phe Pro Trp Phe Arg Arg Xaa Phe Pro lie Pro lie 

40 45 50 55 

cct gaa tct gcc cct aca act ccc ctt cct age gaa aag taaacaaraa 354 

Pro Glu Ser Ala Pro Thr Thr Pro Leu Pro Ser Glu Lys 

60 65 
ggaaaagtca crataaacct ggtcacctga aattgaaatt gagccacttc cttgaaraat 414 
caaaattcct gttaataaaa raaaaacaaa tgtaattgaa atagcacaca gcattctcta 474 
gtcaatatct ttagtgatct tctttaataa acatgaaagc aaaaaaaaaa aa 526 



<210> 4 

<211> 17 

<212> PRT 

<213> Homo Sapiens 



<220> 

<221> SIGNAL 
<222> 1. .17 

<223> Von Heijne matrix 
score 8.2 

seq LLLITAILAVAVG/FP 



M; <400> 4 

i|j Met Lys Lys Val Leu Leu Leu He Thr Ala He Leu Ala Val Ala Val 
% 1 5 10 15 

. 3~ 

w <210> 5 

^ <211> 848 

O <212> DNA 

fij <213> Homo Sapiens 

'i <220> 

f% <221> CDS 

% <222> 32 . .697 

<221> sig_peptide 

<222> 32 . .73 

<223> Von Heijne matrix 



<400> 5 

aactttgect tgtgttttcc accctgaaag a atg ttg tgg ctg etc ttt ttt 52 

Met Leu Trp Leu Leu Phe Phe 
-10 

ctg gtg act gcc att cat get gaa etc tgt caa cca ggt gca gaa aat 100 
Leu Val Thr Ala He His Ala Glu Leu Cys Gin Pro Gly Ala Glu Asn 

-5 15 
get ttt aaa gtg aga ctt agt ate aga aca get ctg gga gat aaa gca 14 8 

Ala Phe Lys Val Arg Leu Ser He Arg Thr Ala Leu Gly Asp Lys Ala 
10 15 20 25 

tat gcc tgg gat acc aat gaa gaa tac etc ttc aaa gcg atg gta get 196 
Tyr Ala Trp Asp Thr Asn Glu Glu Tyr Leu Phe Lys Ala Met Val Ala 
30 35 40 



3 



# 



340 



388 



436 



484 



ttc tec atg aga aaa gtt ccc aac aga gaa gca aca gaa att tec cat 244 
Phe Ser Met Arg Lys Val Pro Asn Arg Glu Ala Thr Glu He Ser His 

45 50 55 

gtc eta ctt tgc aat gta acc cag agg gta tea ttc tgg ttt gtg gtt 292 
Val Leu Leu Cys Asn Val Thr Gin Arg Val Ser Phe Trp Phe Val Val 

60 65 70 

aca gac cct tea aaa aat cac acc ctt cct get gtt gag gtg caa tea 
Thr Asp Pro Ser Lys Asn His Thr Leu Pro Ala Val Glu Val Gin Ser 

75 80 85 

gee ata aga atg aac aag aac egg ate aac aat gee ttc ttt eta aat 
Ala He Arg Met Asn Lys Asn Arg He Asn Asn Ala Phe Phe Leu Asn 
90 95 100 105 

gac caa act ctg gaa ttt tta aaa ate cct tec aca ctt gca cca ccc 
Asp Gin Thr Leu Glu Phe Leu Lys He Pro Ser Thr Leu Ala Pro Pro 

110 115 120 

atg gac cca tct gtg ccc ate tgg att att ata ttt ggt gtg ata ttt 
Met Asp Pro Ser Val Pro He Trp He He He Phe Gly Val He Phe 
125 130 135 

^ tgc ate ate ata gtt gca att gca eta ctg att tta tea ggg ate tgg 532 
Q Cys He He He Val Ala He Ala Leu Leu He Leu Ser Gly He Trp 
'45 140 145 150 

Hi caa cgt ada ara aag aac aaa gaa cca tct gaa gtg gat gac get gaa 580 
H Gin Arg Xaa Xaa Lys Asn Lys Glu Pro Ser Glu Val Asp Asp Ala Glu 
ly 155 160 165 

fnt rat aak tgt gaa aac atg ate aca att gaa aat ggc ate ccc tct gat 
T~ Xaa Xaa Cys Glu Asn Met He Thr He Glu Asn Gly He Pro Ser Asp 
170 175 180 185 

^ ccc ctg gac atg aag gga ggg cat att aat gat gee ttc atg aca gag 
Pro Leu Asp Met Lys Gly Gly His He Asn Asp Ala Phe Met Thr Glu 
Q 190 195 200 

Oj gat gag agg etc acc cct etc tgaagggctg ttgttctgct tcctcaaraa 727 
Hi Asp Glu Arg Leu Thr Pro Leu 
JE 205 

£5 attaaacatt tgtttctgtg tgactgctga gcatcctgaa ataccaagag cagatcatat 787 
S wttttgtttc accattcttc ttttgtaata aattttgaat gtgcttgaaa aaaaaaaaaa 847 
w c 848 



628 



676 



<210> 6 

<211> 14 

<212> PRT 

<213> Homo Sapiens 



<220> 

<221> SIGNAL 
<222> 1. .14 

<223> Von Heijne matrix 
score 10.7 

seq LWLLFFLVTAIHA/EL 



<400> 6 

Met Leu Trp Leu Leu Phe Phe Leu Val Thr Ala He His Ala 
15 10 



4 



<210> 7 

<211> 826 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 15. .695 

<221> sigjpeptide 
<222> 15. .80 
<223> score 8.5 

seq AALLLGLMMWTG/DE 



<400> 7 

aaccagaggt gccc atg ggt tgg aca atg agg ctg gtc aca gca gca ctg 50 
Met Gly Trp Thr Met Arg Leu Val Thr Ala Ala Leu 
_ -20 -15 

tta ctg ggt etc atg atg gtg gtc act gga gac gag gat gag aac age 98 
^8 Leu Leu Gly Leu Met Met Val Val Thr Gly Asp Glu Asp Glu Asn Ser 
W -10 -5 15 

H ccg tgt gec cat gag gec etc ctg gac gag gac acc etc ttt tgc cag 146 
yj Pro Cys Ala His Glu Ala Leu Leu Asp Glu Asp Thr Leu Phe Cys Gin 
yg io 15 20 

g ggc ctt gaa gtt ttc tac cca gag ttg ggg aac att ggc tgc aag gtt 194 
*~ Gly Leu Glu Val Phe Tyr Pro Glu Leu Gly Asn lie Gly Cys Lys Val 
'* 25 30 35 

gtt cct gat tgt aac aac tac aga cag aag ate acc tec tgg atg gag 242 
y Val Pro Asp Cys Asn Asn Tyr Arg Gin Lys He Thr Ser Trp Met Glu 
fU 40 45 50 

fy ccg ata gtc aag ttc ccg ggg gec gtg gac ggc gca acc tat ate ctg 290 
={: Pro He Val Lys Phe Pro Gly Ala Val Asp Gly Ala Thr Tyr He Leu 
Q 55 60 65 70 

fl gtg atg gtg gat cca gat gee cct age aga gca gaa ccc aga cag aga 338 
w Val Met Val Asp Pro Asp Ala Pro Ser Arg Ala Glu Pro Arg Gin Arg 

75 80 85 

ttc tgg aga cat tgg ctg gta aca gat ate aag ggc gee gac ctg aag 386 
Phe Trp Arg His Trp Leu Val Thr Asp He Lys Gly Ala Asp Leu Lys 

90 95 100 

aaa ggg aag att cag ggc cag gag tta tea gec tac cag get ccc tec 434 
Lys Gly Lys He Gin Gly Gin Glu Leu Ser Ala Tyr Gin Ala Pro Ser 

105 110 115 

cca ccg gca cac agt ggc ttc cat cgc tac cag ttc ttt gtc tat ctt 482 
Pro Pro Ala His Ser Gly Phe His Arg Tyr Gin Phe Phe Val Tyr Leu 

120 125 130 

cag gaa gga aag gtc ate tct etc ctt ccc aag gaa aac aaa act cga 530 
Gin Glu Gly Lys Val He Ser Leu Leu Pro Lys Glu Asn Lys Thr Arg 
135 140 145 150 

ggc tct tgg aaa atg gac aga ttt ctg aac cgt ttc cac ctg ggc gaa 578 
Gly Ser Trp Lys Met Asp Arg Phe Leu Asn Arg Phe His Leu Gly Glu 

155 160 165 

cct gaa gca age acc cag ttc atg acc cag aac tac cag gac tea cca 626 
Pro Glu Ala Ser Thr Gin Phe Met Thr Gin Asn Tyr Gin Asp Ser Pro 



5 



•» # 



170 175 180 

acc etc cag get ccc aga gaa agg gec age gag ccc aag cac aaa aac 674 
Thr Leu Gin Ala Pro Arg Glu Arg Ala Ser Glu Pro Lys His Lys Asn 

185 190 195 

cag gcg gag ata get gec tgc tagatagecg getttgecat ccgggcatgt 725 
Gin Ala Glu He Ala Ala Cys 
200 205 
ggccacactg cccaccaccg acgatgtggg tatggaaccc cctctggata cagaacccct 785 
tcttttccaa ataaaaaaaa aatcatccaa aaaaaaaaaa a 826 

<210> 8 
<211> 681 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -22 . . -1 
<223> score 8.5 

seq AALLLGLMMWTG/DE 



H= <400> 8 

kl Met Gly Trp Thr Met Arg Leu Val Thr Ala Ala Leu Leu Leu Gly Leu 
jg -20 -15 -10 

Met Met Val Val Thr Gly Asp Glu Asp Glu Asn Ser Pro Cys Ala His 
'% -5 1 5 10 

^ Glu Ala Leu Leu Asp Glu Asp Thr Leu Phe Cys Gin Gly Leu Glu Val 
^ 15 20 25 

^ Phe Tyr Pro Glu Leu Gly Asn He Gly Cys Lys Val Val Pro Asp Cys 
fU 30 35 40 

FU Asn Asn Tyr Arg Gin Lys He Thr Ser Trp Met Glu Pro He Val Lys 
j: 45 50 55 

Q Phe Pro Gly Ala Val Asp Gly Ala Thr Tyr He Leu Val Met Val Asp 
? 3 60 65 70 

Pro Asp Ala Pro Ser Arg Ala Glu Pro Arg Gin Arg Phe Trp Arg His 
75 80 85 90 

Trp Leu Val Thr Asp He Lys Gly Ala Asp Leu Lys Lys Gly Lys He 

95 100 105 

Gin Gly Gin Glu Leu Ser Ala Tyr Gin Ala Pro Ser Pro Pro Ala His 

110 115 120 

Ser Gly Phe His Arg Tyr Gin Phe Phe Val Tyr Leu Gin Glu Gly Lys 

125 130 135 

Val He Ser Leu Leu Pro Lys Glu Asn Lys Thr Arg Gly Ser Trp Lys 

140 145 150 

Met Asp Arg Phe Leu Asn Arg Phe His Leu Gly Glu Pro Glu Ala Ser 
155 160 165 170 

Thr Gin Phe Met Thr Gin Asn Tyr Gin Asp Ser Pro Thr Leu Gin Ala 

175 180 185 

Pro Arg Glu Arg Ala Ser Glu Pro Lys His Lys Asn Gin Ala Glu He 
190 195 200 

Ala Ala Cys 
205 



6 



<210> 9 

<211> 852 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 229. .735 

<221> sig_peptide 
<222> 229. .492 
<223> score 6.7 

seq VFALSSFLNKASA/VY 



429 



477 



<400> 9 

aatgactggc agtggcatca gcgatggcgg ctgcgtcggg gtcggttctg cagcgctgta 60 
tcgtgtcgcc ggcagggagg catagcgcct ctctgatctt cctgcatggc tcaggtgatt 120 
ctggacaagg attaagaatg tggatcaagc aggtttttaa atcaagattt aacattccaa 180 
cacataaaaa ttatttatcc aacagctcct cccagatcat atactcct atg aaa gga 237 

Met Lys Gly 

gga ate tec aat gta tgg ttt gac aga ttt aaa ata acc aat gac tgc 2 85 

Gly He Ser Asn Val Trp Phe Asp Arg Phe Lys He Thr Asn Asp Cys 

-85 -80 -75 -70 

cca gaa cac ctt gaa tea att gat gtc atg tgt caa gtg ctt act gat 333 

Pro Glu His Leu Glu Ser He Asp Val Met Cys Gin Val Leu Thr Asp 

-65 -60 -55 

ttg att gat gaa gaa gta aaa agt ggc ate aag aag aac agg ata tta 3 81 

Leu He Asp Glu Glu Val Lys Ser Gly He Lys Lys Asn Arg He Leu 

-50 -45 -40 

ata gga gga ttc tct atg gga gga tgc atg gca atg cat tta gca tat 
He Gly Gly Phe Ser Met Gly Gly Cys Met Ala Met His Leu Ala Tyr 

-35 -30 -25 

aga aat cat caa gat gtg gca gga gta ttt get ctt tct agt ttt ctg 
Arg Asn His Gin Asp Val Ala Gly Val Phe Ala Leu Ser Ser Phe Leu 

-20 -15 -10 

aat aaa gca tct get gtt tac cag get ctt cag aag agt aat ggt gta 525 
Asn Lys Ala Ser Ala Val Tyr Gin Ala Leu Gin Lys Ser Asn Gly Val 
-5 15 10 

ctt cct gaa tta ttt cag tgt cat ggt act gca gat gag tta gtt ctt 573 
Leu Pro Glu Leu Phe Gin Cys His Gly Thr Ala Asp Glu Leu Val Leu 

15 20 25 

cat tct tgg gca gaa gag aca aac tea atg tta aaa tct eta gga gtg 
His Ser Trp Ala Glu Glu Thr Asn Ser Met Leu Lys Ser Leu Gly Val 

30 35 40 

acc acg aag ttt cat agt ttt cca aat gtt tac cat gag eta age aaa 
Thr Thr Lys Phe His Ser Phe Pro Asn Val Tyr His Glu Leu Ser Lys 

45 50 55 

act gag tta gac ata ttg aag tta tgg att ctt aca aag ctg cca gga 717 
Thr Glu Leu Asp He Leu Lys Leu Trp He Leu Thr Lys Leu Pro Gly 
60 65 70 75 

gaa atg gaa aaa caa aaa tgaatgaatc aagagtgatt tgttaatgta 765 
Glu Met Glu Lys Gin Lys 
80 



621 



669 



7 



agtgtaatgt ctttgtgaaa agtgattttt actgccaaat tataatgata attaaaatat 
taagaaatag caaaaaaaaa aaaaaaa 

<210> 10 
<211> 507 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 
<222> -88 . . -1 
<223> score 6.7 

seq VFALSSFLNKASA/VY 



<400> 10 

Met Lys Gly Gly lie Ser Asn Val Trp Phe Asp Arg Phe Lys He Thr 
-85 -80 -75 

^ Asn Asp Cys Pro Glu His Leu Glu Ser He Asp Val Met Cys Gin Val 
^ -70 -65 -60 

^ Leu Thr Asp Leu He Asp Glu Glu Val Lys Ser Gly He Lys Lys Asn 
m -55 -50 -45 

H Arg He Leu He Gly Gly Phe Ser Met Gly Gly Cys Met Ala Met His 
u\ _40 -35 -30 -25 

Leu Ala Tyr Arg Asn His Gin Asp Val Ala Gly Val Phe Ala Leu Ser 

-20 -15 -10 

Ser Phe Leu Asn Lys Ala Ser Ala Val Tyr Gin Ala Leu Gin Lys Ser 

-5 1 5 

Asn Gly Val Leu Pro Glu Leu Phe Gin Cys His Gly Thr Ala Asp Glu 

10 15 20 

Leu Val Leu His Ser Trp Ala Glu Glu Thr Asn Ser Met Leu Lys Ser 
25 30 35 40 

Leu Gly Val Thr Thr Lys Phe His Ser Phe Pro Asn Val Tyr His Glu 

45 50 55 

Leu Ser Lys Thr Glu Leu Asp He Leu Lys Leu Trp He Leu Thr Lys 

60 65 70 

Leu Pro Gly Glu Met Glu Lys Gin Lys 
75 80 



<210> 


11 


<211> 


1602 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


24 . . 1004 


<221> 


sig_peptide 


<222> 


24. .170 


<223> 


score 5.6 




seq ACLSLGFFSLLWL/QL 



8 



389 



<400> 11 

atgcgccgcc gcctctccgc acg atg ttc ccc teg egg agg aaa gcg gcg cag 53 

Met Phe Pro Ser Arg Arg Lys Ala Ala Gin 
-45 -40 
ctg ccc tgg gag gac ggc agg tec ggg ttg etc tec ggc ggc etc cct 101 
Leu Pro Trp Glu Asp Gly Arg Ser Gly Leu Leu Ser Gly Gly Leu Pro 

-35 -30 -25 

egg aag tgt tec gtc ttc cac ctg ttc gtg gee tgc etc teg ctg ggc 149 
Arg Lys Cys Ser Val Phe His Leu Phe Val Ala Cys Leu Ser Leu Gly 

-20 -15 -10 

ttc ttc tec eta etc tgg ctg cag etc age tgc tct ggg gac gtg gee 197 
Phe Phe Ser Leu Leu Trp Leu Gin Leu Ser Cys Ser Gly Asp Val Ala 

-5 1 5 

egg gca gtc agg gga caa ggg cag gag ace teg ggc cct ccc cgt gee 245 
Arg Ala Val Arg Gly Gin Gly Gin Glu Thr Ser Gly Pro Pro Arg Ala 
10 15 20 25 

tgc ccc cca gag ccg ccc cct gag cac tgg gaa gaa gac gca tec tgg 2 93 

Cys Pro Pro Glu Pro Pro Pro Glu His Trp Glu Glu Asp Ala Ser Trp 
30 35 40 

i ggc ccc cac cgc ctg gca gtg ctg gtg ccc ttc cgc gaa cgc ttc gag 341 
3 Gly Pro His Arg Leu Ala Val Leu Val Pro Phe Arg Glu Arg Phe Glu 
R 45 50 55 

* gag etc ctg gtc ttc gtg ccc cac atg cgc cgc ttc ctg age agg aag 
y Glu Leu Leu Val Phe Val Pro His Met Arg Arg Phe Leu Ser Arg Lys 
Q 60 65 70 

n aag ate egg cac cac ate tac gtg etc aac cag gtg gac cac ttc agg 437 
% Lys lie Arg His His He Tyr Val Leu Asn Gin Val Asp His Phe Arg 
y 75 80 85 

ttc aac egg gca gcg etc ate aac gtg ggc ttc ctg gag age age aac 485 
J Phe Asn Arg Ala Ala Leu He Asn Val Gly Phe Leu Glu Ser Ser Asn 
lJ 90 95 100 105 

V age acg gac tac att gee atg cac gac gtt gac ctg etc cct etc aac 533 

Ser Thr Asp Tyr He Ala Met His Asp Val Asp Leu Leu Pro Leu Asn 
Q 110 115 120 

3 gag gag ctg gac tat ggc ttt cct gag get ggg ccc ttc cac gtg gee 581 
~~ Glu Glu Leu Asp Tyr Gly Phe Pro Glu Ala Gly Pro Phe His Val Ala 
125 130 135 

tec ccg gag etc cac cct etc tac cac tac aag ace tat gtc ggc ggc 
Ser Pro Glu Leu His Pro Leu Tyr His Tyr Lys Thr Tyr Val Gly Gly 

140 145 150 

ate ctg ctg etc tec aag cag cac tac egg ctg tgc aat ggg atg tec 
He Leu Leu Leu Ser Lys Gin His Tyr Arg Leu Cys Asn Gly Met Ser 

155 160 165 

aac cgc ttc tgg ggc tgg ggc cgc gag gac gac gag ttc tac egg cgc 72 5 

Asn Arg Phe Trp Gly Trp Gly Arg Glu Asp Asp Glu Phe Tyr Arg Arg 
170 175 180 185 

att aag gga get ggg etc cag ctt ttc cgc ccc teg gga ate aca act 773 
He Lys Gly Ala Gly Leu Gin Leu Phe Arg Pro Ser Gly He Thr Thr 

190 195 200 

ggg tac aag aca ttt cgc cac ctg cat gac cca gec tgg egg aag agg 
Gly Tyr Lys Thr Phe Arg His Leu His Asp Pro Ala Trp Arg Lys Arg 

205 210 215 

gac cag aag cgc ate gca get caa aaa cag gag cag ttc aag gtg gac 
Asp Gin Lys Arg He Ala Ala Gin Lys Gin Glu Gin Phe Lys Val Asp 



629 



677 



821 



869 
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<400> 12 


























Met 


Phe 


Pro 


Ser 


Arg 


Arg 


Lys 


Ala 


Ala 


Gin 


Leu 


Pro 


Trp Glu Asp Gly 










-45 










-40 








-35 


Arg 


Ser Gly 


Leu 


Leu 


Ser 


Gly 


Gly Leu 


Pro 


Arg 


Lys 


Cys Ser 


Val Phe 






-30 










-25 








-20 




His 


Leu 


Phe 


Val 


Ala 


Cys 


Leu 


Ser 


Leu 


Gly 


Phe 


Phe 


Ser Leu 


Leu Trp 






-15 










-10 










-5 




Leu 


Gin 


Leu 


Ser 


Cys 


Ser 


Gly 


Asp 


Val 


Ala 


Arg 


Ala 


Val Arg Gly Gin 




1 






5 










10 






15 


Gly Gin 


Glu 


Thr 


Ser 


Gly 


Pro 


Pro 


Arg 


Ala 


Cys 


Pro 


Pro Glu 


Pro Pro 










20 










25 








30 


Pro 


Glu 


His 


Trp 


Glu 


Glu 


Asp 


Ala 


Ser 


Trp 


Gly 


Pro 


His Arg 


Leu Ala 








35 










40 








45 




Val 


Leu 


Val 


Pro 


Phe 


Arg 


Glu 


Arg 


Phe 


Glu 


Glu 


Leu 


Leu Val 


Phe Val 






50 










55 










60 


His He 


Pro 


His 


Met 


Arg 


Arg 


Phe 


Leu 


Ser 


Arg 


Lys 


Lys 


He 


Arg His 




65 










70 










75 






Tyr 


Val 


Leu 


Asn 


Gin 


Val 


Asp 


His 


Phe 


Arg 


Phe 


Asn 


Arg Ala 


Ala Leu 


80 










85 










90 






95 


He 


Asn 


Val 


Gly 


Phe 


Leu 


Glu 


Ser 


Ser 


Asn 


Ser 


Thr 


Asp Tyr 


He Ala 








100 










105 








110 



965 



220 225 230 

agg gag gga ggc ctg aac act gtg aag tac cat gtg get tec cgc act 917 
Arg Glu Gly Gly Leu Asn Thr Val Lys Tyr His Val Ala Ser Arg Thr 

235 240 245 

gec ctg tct gtg ggc ggg gec ccc tgc act gtc etc aac ate atg ttg 
Ala Leu Ser Val Gly Gly Ala Pro Cys Thr Val Leu Asn He Met Leu 
250 255 260 265 

gac tgt gac aag ace gee aca ccc tgg tgc aca ttc age tgagctggat 1014 
Asp Cys Asp Lys Thr Ala Thr Pro Trp Cys Thr Phe Ser 

270 275 
ggacagtgag gaagcctgta cctacaggcc atattgetea ggctcaggac aaggcctcag 1074 
gtcgtgggcc cagctctgac aggatgtgga gtggccagga ccaagacagc aagctacgea 1134 
attgeageca cccggccgcc aaggcaggct tgggctgggc caggacacgt ggggtgcctg 1194 
ggaegctget tgccatgcac agtgatcaga gagaggctgg ggtgtgtcct gtccgggacc 1254 
ccccctgcct tcctgctcac cctactctga cctccttcac gtgcccaggc ctgtgggtag 1314 
tggggagggc tgaacaggac aacctctcat cacccccact tttgttcctt cctgctgggc 13 74 
tgcctcgtgc agagacacag tgtaggggee atgcagctgg cgtaggtggc agttgggcct 1434 
ggtgagggtt aggacttcag aaaccagagc acaagcccca cagaggggga acagccagca 14 94 
^ ccgctctagc tggttgttgc catgeeggaa tgtgggccta gtgttgccag atcttctgat 1554 
O ttttcgaaag aaactagaat gctggattct caaaaaaaaa aaaaaaaa 1602 

HI <210> 12 
M* <211> 981 
yj <212> PRT 

<213> Homo sapiens 

<220> 
~** <221> SIGNAL 

^ <222> -49. . -1 

y <223> score 5.6 
FU seq ACLSLGFFSLLWL/QL 



10 



5*f 



n\ 



Met 


His 


Asp 


Val 


Asp 


Leu 


Leu 


Pro 


T .fan 
JUG Li 


Asn 


Glu 


Glu 


Leu 


Asp 


Tyr 


Gly 






115 










12 0 










125 






Phe 


Pro 


Glu 


Ala Gly 


Pro 


Phe 


His 


vdl 


t\±cx 


Ser 


Pro 


Glu 


Leu 


His 


Pro 






130 










135 










1 4.0 








Leu 


Tyr 
145 


His 


Tyr 


Lys 


Thr 


Tyr 
150 


Val 


Gly 


Gly 


He 


Leu 
155 


Leu 


Leu 


Ser 


Lys 


Gin 


His 


Tyr 


Arg 


Leu 


Cys 


Asn Gly 




Ser 


Asn 


Arg 


XT 11C 


Trp Gly 


TrD 


160 








165 










170 










175 


Gly Arg 


Glu 


Asp 


Asp 


Glu 


Phe 


Tyr 


Arg 


Arg 


He 


Lys 


O-L y 


Ala Gly 


Leu 










180 










1 Q C 










190 




Gin 


Leu 


Phe 


Arg 


Pro 


Ser 


Gly 


He 


Thr 


Thr 


Gly Tyr 




Thr 


Phe 


Arg 








195 




















205 






His 


Leu 


His 
210 


Asp 


Pro 


Ala 


Trp 


Arg 
215 


Lys 


Arg 


Asp 


Gin 


Lys 

z u 


Arg 


He 


Ala 


Ala 


Gin 


Lys 


Gin 


Glu 


Gin 


Phe 


Lys 


Val 


Asp 


Arg 


Glu 


Gly 


Gly 


Leu 


Asn 




225 








230 










235 










Thr 


Val 


Lys 


Tyr 


His 


Val 


Ala 


Ser 


Arg 


Thr 


Ala 


Leu 


Ser 


Val 


Gly 


Gly 


240 






245 










250 










255 


Ala 


Pro 


Cys 


Thr 


Val 


Leu 


Asn 


He 


Met 


Leu 


Asp 


Cys 


Asp 


Lys 


Thr 


Ala 








260 










265 










270 




Thr 


Pro 


Trp 


Cys 
275 


Thr 


Phe 


Ser 





















<210> 13 

<211> 1568 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 75. .1259 



*P <221> sigjoeptide 

Q <222> 75. .1004 

Q <223> score 4.4 

"~ seq VLILLFSLALIIL/PS 



<400> 13 

agaaaaggtg tagtgtttgg ggeggtcaac gggctatget ggcttgacag ggctgggctc 60 
ttcagaacag aagc atg gat etc gga ate cct gac ctg ctg gac gcg tgg 110 
Met Asp Leu Gly He Pro Asp Leu Leu Asp Ala Trp 
-310 -305 -300 

ctg gag ccc cca gag gat ate ttc teg aca gga tec gtc ctg gag ctg 15 8 

Leu Glu Pro Pro Glu Asp He Phe Ser Thr Gly Ser Val Leu Glu Leu 

-295 -290 -285 

gga etc cac tgc ccc cct cca gag gtt ccg gta act agg eta cag gaa 
Gly Leu His Cys Pro Pro Pro Glu Val Pro Val Thr Arg Leu Gin Glu 

-280 -275 "270 

cag gga ctg caa ggc tgg aag tec ggt ggg gac cgt ggc tgt ggc ctt 
Gin Gly Leu Gin Gly Trp Lys Ser Gly Gly Asp Arg Gly Cys Gly Leu 

-265 -260 -255 

caa gag agt gag cct gaa gat ttc ttg aag ctt ttc att gat ccc aat 
Gin Glu Ser Glu Pro Glu Asp Phe Leu Lys Leu Phe He Asp Pro Asn 



206 



254 



302 



11 



-250 -245 -240 -235 

gag gtg tac tgc tea gaa gca tct cct ggc agt gac agt ggc ate tct 350 
Glu Val Tyr Cys Ser Glu Ala Ser Pro Gly Ser Asp Ser Gly He Ser 

-230 -225 -220 

gag gac tec tgc cat cca gac agt ccc cct gee ccc agg gca ace agt 398 
Glu Asp Ser Cys His Pro Asp Ser Pro Pro Ala Pro Arg Ala Thr Ser 

-215 -210 -205 

tct cct atg etc tat gag gtt gtc tat gag gca ggg gec ctg gag agg 446 
Ser Pro Met Leu Tyr Glu Val Val Tyr Glu Ala Gly Ala Leu Glu Arg 

-200 -195 -190 

atg cag ggg gaa act ggg cca aat gta ggc ctt ate tec ate cag eta 494 
Met Gin Gly Glu Thr Gly Pro Asn Val Gly Leu He Ser He Gin Leu 

-185 -180 -175 

gat cag tgg age cca gca ttt atg gtg cct gat tec tgc atg gtc agt 542 
Asp Gin Trp Ser Pro Ala Phe Met Val Pro Asp Ser Cys Met Val Ser 
-170 -165 -160 -155 

gag ctg ccc ttt gat get cat gee cac ate ctg ccc aga gca ggc ace 590 
Glu Leu Pro Phe Asp Ala His Ala His He Leu Pro Arg Ala Gly Thr 
-150 -145 -140 

w gta gee cca gtg ccc tgt aca acc ctg ctg ccc tgt caa acc ctg ttc 638 
Val Ala Pro Val Pro Cys Thr Thr Leu Leu Pro Cys Gin Thr Leu Phe 

-135 -130 -125 

ctg acc gat gag gag aag cgt ctg ctg ggg cag gaa ggg gtt tec ctg 686 
Leu Thr Asp Glu Glu Lys Arg Leu Leu Gly Gin Glu Gly Val Ser Leu 
yp -120 -115 -no 

J3 ccc tct cac ctg ccc etc acc aag gca gag gag agg gtc etc aag aag 734 

Pro Ser His Leu Pro Leu Thr Lys Ala Glu Glu Arg Val Leu Lys Lys 
y -105 -100 -95 

gtc agg agg aaa ate cgt aac aag cag tea get cag gac agt egg egg 
Val Arg Arg Lys He Arg Asn Lys Gin Ser Ala Gin Asp Ser Arg Arg 
U _ 90 -85 -80 -75 

y egg aag aag gag tac att gat ggg ctg gag age agg gtg gca gee tgt 
P Arg Lys Lys Glu Tyr He Asp Gly Leu Glu Ser Arg Val Ala Ala Cys 

-70 -65 -60 

tct gca cag aac caa gaa tta cag aaa aaa gtc cag gag ctg gag agg 
Ser Ala Gin Asn Gin Glu Leu Gin Lys Lys Val Gin Glu Leu Glu Arg 

-55 -50 -45 

cac aac ate tec ttg gta get cag etc cgc cag ctg cag acg eta att 
His Asn He Ser Leu Val Ala Gin Leu Arg Gin Leu Gin Thr Leu He 

-40 -35 -30 

get caa act tec aac aaa get gee cag acc age act tgt gtt ttg att 
Ala Gin Thr Ser Asn Lys Ala Ala Gin Thr Ser Thr Cys Val Leu He 

-25 -20 -15 

ctt ctt ttt tec ctg get etc ate ate ctg ccc age ttc agt cca ttc 
Leu Leu Phe Ser Leu Ala Leu He He Leu Pro Ser Phe Ser Pro Phe 
-10 -5 15 

cag agt cga cca gaa get ggg tct gag gat tac cag cct cac gga gtg 
Gin Ser Arg Pro Glu Ala Gly Ser Glu Asp Tyr Gin Pro His Gly Val 

10 15 20 

act tec aga aat ate ctg acc cac aag gac gta aca gaa aat ctg gag 1118 
Thr Ser Arg Asn He Leu Thr His Lys Asp Val Thr Glu Asn Leu Glu 

25 30 35 

acc caa gtg gta gag tec aga ctg agg gag cca cct gga gee aag gat 1166 
Thr Gin Val Val Glu Ser Arg Leu Arg Glu Pro Pro Gly Ala Lys Asp 



782 



830 



878 



926 



974 



1022 



1070 



12 




4 



40 45 50 

gca aat ggc tea aca agg aca ctg ctt gag aag atg gga ggg aag cca 1214 
Ala Asn Gly Ser Thr Arg Thr Leu Leu Glu Lys Met Gly Gly Lys Pro 
55 60 65 70 

aga ccc agt ggg cgc ate egg tec gtg ctg cat gca gat gag atg 1259 
Arg Pro Ser Gly Arg He Arg Ser Val Leu His Ala Asp Glu Met 

75 80 85 

tgagctggaa cagaccttcc tggcccactt cctgatcaca aggaatcctg ggcttcctta 1319 
tggctttctt cccactggga ttcctactta ggtgtctgcc ctcaggggtc caaatcactt 1379 
caggacaccc caagagatgt cctttagtct ctgectgagg cctagtctgc atttgtttgc 1439 
atatatgaga gggtacctca aatacttctg ttatgtatct gtgattttat ttcttctttg 1499 
ggtatagggt tgaggggaaa taagttttga gtgagaaata aacgttttag ctgaaaaaaa 1559 



aaaaaaaaa 

<210> 14 
<211> H85 
<212> PRT 

<213> Homo sapiens 
<220> 

<221> SIGNAL 



^ <222> -310. .-1 



<223> score 4.4 

seq VLILLFSLALIIL/PS 



<400> 14 

Met Asp Leu Gly He Pro Asp Leu Leu Asp Ala Trp Leu Glu Pro Pro 
-310 -305 -300 -295 

Glu Asp He Phe Ser Thr Gly Ser Val Leu Glu Leu Gly Leu His Cys 

-290 -285 -280 

Pro Pro Pro Glu Val Pro Val Thr Arg Leu Gin Glu Gin Gly Leu Gin 

-275 -270 -265 

Gly Trp Lys Ser Gly Gly Asp Arg Gly Cys Gly Leu Gin Glu Ser Glu 

-260 -255 "250 

Pro Glu Asp Phe Leu Lys Leu Phe He Asp Pro Asn Glu Val Tyr Cys 

-245 -240 "235 

Ser Glu Ala Ser Pro Gly Ser Asp Ser Gly He Ser Glu Asp Ser Cys 
-230 "225 -220 "215 

His Pro Asp Ser Pro Pro Ala Pro Arg Ala Thr Ser Ser Pro Met Leu 

-210 -205 -200 

Tyr Glu Val Val Tyr Glu Ala Gly Ala Leu Glu Arg Met Gin Gly Glu 

-195 -190 -185 

Thr Gly Pro Asn Val Gly Leu He Ser He Gin Leu Asp Gin Trp Ser 

-180 -175 -170 

Pro Ala Phe Met Val Pro Asp Ser Cys Met Val Ser Glu Leu Pro Phe 

-165 -160 -155 

Asp Ala His Ala His He Leu Pro Arg Ala Gly Thr Val Ala Pro Val 
-150 -145 -140 -135 

Pro Cys Thr Thr Leu Leu Pro Cys Gin Thr Leu Phe Leu Thr Asp Glu 

-130 -125 -120 

Glu Lys Arg Leu Leu Gly Gin Glu Gly Val Ser Leu Pro Ser His Leu 

-115 -HO -105 

Pro Leu Thr Lys Ala Glu Glu Arg Val Leu Lys Lys Val Arg Arg Lys 



13 



in 



-100. -95 -90 

He Arg Asn Lys Gin Ser Ala Gin Asp Ser Arg Arg Arg Lys Lys Glu 

-85 -80 -75 

Tyr He Asp Gly Leu Glu Ser Arg Val Ala Ala Cys Ser Ala Gin Asn 
-70 -65 -60 -55 

Gin Glu Leu Gin Lys Lys Val Gin Glu Leu Glu Arg His Asn He Ser 

-50 -45 -40 

Leu Val Ala Gin Leu Arg Gin Leu Gin Thr Leu He Ala Gin Thr Ser 

-35 -30 -25 

Asn Lys Ala Ala Gin Thr Ser Thr Cys Val Leu He Leu Leu Phe Ser 

-20 -15 -10 

Leu Ala Leu He He Leu Pro Ser Phe Ser Pro Phe Gin Ser Arg Pro 

-5 15 10 

Glu Ala Gly Ser Glu Asp Tyr Gin Pro His Gly Val Thr Ser Arg Asn 

15 20 25 

He Leu Thr His Lys Asp Val Thr Glu Asn Leu Glu Thr Gin Val Val 

30 35 40 

Glu Ser Arg Leu Arg Glu Pro Pro Gly Ala Lys Asp Ala Asn Gly Ser 

45 50 55 

Thr Arg Thr Leu Leu Glu Lys Met Gly Gly Lys Pro Arg Pro Ser Gly 

60 65 70 

Arg He Arg Ser Val Leu His Ala Asp Glu Met 
75 80 85 

<210> 15 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<400> 15 

gggaagatgg agatagtatt gcctg 

<210> 16 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<400> 16 

ctgccatgta catgatagag agattc 

<210> 17 

<211> 546 

<212> DNA 

<213> Homo Sapiens 

<220> 

<221> promoter 

<222> 1. .517 

<221> transcription start site 

<222> 518 

<221> protein_bind 

<222> 17. .25 



25 



26 



14 




<223> matinspector prediction 
name CMYB_01 
score 0.983 
sequence tgtcagttg 

<221> protein_bind 
<222> complement (18 .. 27) 
<223> matinspector prediction 
name MY0D_Q6 
score 0.961 
sequence cccaactgac 

<221> protein_bind 
<222> complement (75 85) 
<223> matinspector prediction 

name S8_01 

score 0.960 

sequence aatagaattag 

w 

,f% <221> protein_bind 
J <222> 94. .104 

£7 <223> matinspector prediction 

name S8_01 
w score 0.966 

sequence aactaaattag 

sj] <221> protein_bind 

== <222> complement (129. .139) 

Q <223> matinspector prediction 

jfy name DELTAEF1_01 

j?f § score 0.960 

= J sequence gcacacctcag 

^ <221> protein_bind 

M <222> complement (155 165) 

<223> matinspector prediction 

name GATA_C 

score 0.964 

sequence agataaatcca 

<221> protein_bind 
<222> 170 . . 178 

<223> matinspector prediction 
name CMYB_01 
score 0.958 
sequence cttcagttg 

<221> protein_bind 
<222> 176. .189 

<223> matinspector prediction 
name GATA1_02 
score 0.959 

sequence ttgtagataggaca 



15 



y i 



<221> protein_bind 
<222> 180. .190 

<223> matinspector prediction 
name GATA_C 
score 0.953 
sequence agataggacat 

<221> protein_bind 
<222> 284. .299 

<223> matinspector prediction 
name TAL1ALPHAE4 7_0 1 
score 0.973 

sequence cataacagatggtaag 

<221> protein_bind 
<222> 284. .299 

<223> matinspector prediction 
name TAL1BETAE4 7_0 1 
score 0.983 

sequence cataacagatggtaag 

<221> protein_bind 
<222> 284. .299 

<223> matinspector prediction 
name TAL1BETAITF2_01 
score 0.97 8 

sequence cataacagatggtaag 



Q <221> protein_bind 

fU <222> complement (287 . .296) 

^ <223> matinspector prediction 

5 if name MYOD_Q6 

+ score 0.954 

^ sequence accatctgtt 

<221> protein_bind 

<222> complement (302 314) 

<223> matinspector prediction 

name GATA1_04 

score 0.953 

sequence tcaagataaagta 

<221> protein_bind 
<222> 393 . .405 

<223> matinspector prediction 
name IK1_01 
score 0 . 963 

sequence agttgggaattcc 

<221> protein_bind 
<222> 393 . .404 

<223> matinspector prediction 
name IK2_01 
score 0.985 



16 



sequence agttgggaattc 

<221> protein_bind 
<222> 396. .405 

<223> matinspector prediction 
name CREL_01 
score 0.962 
sequence tgggaattcc 

<221> protein_bind 
<222> 423 . .436 

<223> matinspector prediction 
name GATA1_02 
score 0.950 

sequence tcagtgatatggca 

<221> protein_bind 

<222> complement (478 . .489) 

<223> matinspector prediction 

name SRY_02 

score 0.951 

sequence taaaacaaaaca 

<221> protein_bind 
<222> 486 . .493 

<223> matinspector prediction 
name E2F_02 
score 0.957 
sequence tttagcgc 

<221> protein_bind 
<222> complement (514 521) 
<223> matinspector prediction 
name MZF1_01 
score 0.975 
sequence tgagggga 



<400> 17 

tgagtgcagt gttacatgtc agttgggtta agtttgttaa tgtcattcaa atcttctatg 6 0 

tcttgatttg cctgctaatt ctattatttc tggaactaaa ttagtttgat ggttctatta 120 

gttattgact gaggtgtgct aatctcccat tatgtggatt tatctatttc ttcagttgta 180 

gataggacat tgatagatac ataagtacca ggacaaaagc agggagatct tttttccaaa 24 0 

atcaggagaa aaaaatgaca tctggaaaac ctatagggaa aggcataaca gatggtaagg 3 00 

atactttatc ttgagtagga gagccttcct gtggcaacgt ggagaaggga agaggtcgta 360 

gaattgagga gtcagctcag ttagaagcag ggagttggga attccgttca tgtgatttag 420 

catcagtgat atggcaaatg tgggactaag ggtagtgatc agagggttaa aattgtgtgt 480 

tttgttttag cgctgctggg gcatcgcctt gggtcccctc aaacagattc ccatgaatct 54 0 



cttcat 

<210> 18 
<211> 23 
<212> DNA 

<213> Artificial Sequence 



546 



17 



<400> 18 

gtaccaggga ctgtgaccat tgc 





<210> 


19 




<211> 


24 




<212> 


DNA 




<213> 


Artificial Sequence 




<400> 


19 




ctgtgaccat tgctcccaag agag 




<210> 


20 




<211> 


861 




<212> 


DNA 




<213> 


Homo Sapiens 




<220> 






<221> 


promoter 


. 5 s ; 


<222> 


1. .806 


m 


<221> 


transcription start site 




<222> 


807 


mi 






%g 


<221> 


protein_bind 


• 


<222> 


complement (60 . .70) 




<223> 


matinspector prediction 


s 




name NFY_Q6 






score 0 . 956 


=a ; 




sequence ggaccaatcat 


f? S 


<221> 


protein_bind 




<222> 


70 . .77 




<223 > 


ma t i nsnector Drediction 






name MZF1_01 






score 0.962 






sequence cctgggga 




<221> 


protein_bind 




<222> 


124. .132 




<223> 


matinspector prediction 






name CMYB_01 






score 0.994 






sequence tgaccgttg 




<221> 


protein_bind 




<222> 


complement (12 6 . . 134) 




<223> 


matinspector prediction 






name VMYB_02 






score 0.985 






sequence tccaacggt 




<221> 


protein_bind 




<222> 


135. .143 



24 



18 



<223> matinspector prediction 
name STAT_01 
score 0.968 
sequence ttcctggaa 

<221> protein_bind 
<222> complement (135 143) 
<223> matinspector prediction 
name STAT_01 
score 0.951 
sequence ttccaggaa 

<221> protein_bind 
<222> complement (252 .. 259) 
<223> matinspector prediction 
name MZF1_01 
score 0.956 
sequence ttggggga 

Jj <221> protein_bind 

m <222> 357 . .368 

^ <223> matinspector prediction 

i s e name IK2_01 

^ score 0.965 

sequence gaatgggatttc 

M5 <221> protein_bind 
s <222> 3841 .391 

p <223> matinspector prediction 
lil name MZF1_01 

score 0.986 
sequence agagggga 



<221> protein_bind 

<222> complement (410 . .421) 

<223> matinspector prediction 

name SRY_02 

score 0.955 

sequence gaaaacaaaaca 

<221> protein_bind 
<222> 592 . .599 

<223> matinspector prediction 
name MZF1_01 
score 0.960 
sequence gaagggga 

<221> protein_bind 
<222> 618 . .627 

<223> matinspector prediction 
name MY0D_Q6 
score 0.981 
sequence agcatctgcc 



19 



<221> protein_bind 
<222> 632 . .642 

<223> matinspector prediction 
name DELTAEF1_01 
score 0.958 
sequence tcccaccttcc 

<221> protein_bind 

<222> complement (813. .823) 

<223> matinspector prediction 

name S8_01 

score 0.992 

sequence gaggcaattat 



<221> protein_bind 

<222> complement (824 .. 831) 

<223> matinspector prediction 
name MZF1_01 
Q score 0.986 

**% sequence agagggga 

if? 

<400> 20 

^ tactataggg cacgcgtggt cgacggccgg gctgttctgg agcagagggc atgtcagtaa 60 
tgattggtcc ctggggaagg tctggctggc tccagcacag tgaggcattt aggtatctct 12 0 
%S cggtgaccgt tggattcctg gaagcagtag ctgttctgtt tggatctggt agggacaggg 180 
-43 ctcagagggc taggcacgag ggaaggtcag aggagaaggs aggsarggcc cagtgagarg 24 0 
s ggagcatgcc ttcccccaac cctggcttsc ycttggymam agggcgktty tgggmacttr 300 
Q aaytcagggc ccaascagaa scacaggccc aktcntggct smaagcacaa tagcctgaat 360 
fy gggatttcag gttagncagg gtgagagggg aggctctctg gcttagtttt gttttgtttt 420 
aj ccaaatcaag gtaacttgct cccttctgct acgggccttg gtcttggctt gtcctcaccc 480 
S p agtcggaact ccctaccact ttcaggagag tggttttagg cccgtggggc tgttctgttc 54 0 
£ caagcagtgt gagaacatgg ctggtagagg ctctagctgt gtgcggggcc tgaaggggag 600 
tgggttctcg cccaaagagc atctgcccat ttcccacctt cccttctccc accagaagct 660 
O tgcctgagct gtttggacaa aaatccaaac cccacttggc tactctggcc tggcttcagc 720 
ttggaaccca atacctaggc ttacaggcca tcctgagcca ggggcctctg gaaattctct 780 
tcctgatggt cctttaggtt tgggcacaaa atataattgc ctctcccctc tcccattttc 840 
tctcttggga gcaatggtca c 861 

<210> 21 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<400> 21 

ctgggatgga aggcacggta 20 

<210> 22 
<211> 20 
<212> DNA 

<213> Artificial Sequence 



<400> 22 

gagaccacac agctagacaa 



20 



20 




<210> 23 
<211> 555 
<212> DNA 

<213> Homo Sapiens 
<220> 

<2 21> promoter 
<222> 1. .500 

<221> transcription start site 
<222> 501 

<221> protein_bind 
<222> 191. .206 

<223> matinspector prediction 
name ARNT_0 1 
score 0.964 
Q sequence ggactcacgtgctgct 

in <221> protein_bind 
Zl <222> 193 . .204 

<223> matinspector prediction 
name NMYC_01 
score 0.965 
sequence actcacgtgctg 



<221> protein_bind 
<222> 193 . .204 

<223> matinspector prediction 
name USF_01 
score 0.985 
sequence actcacgtgctg 



M <221> protein_bind 

<222> complement (193. .204) 
<223> matinspector prediction 

name USF_01 

score 0.985 

sequence cagcacgtgagt 

<221> protein_bind 

<222> complement (193 . .204) 

<223> matinspector prediction 

name NMYC_01 

score 0.956 

sequence cagcacgtgagt 

<221> protein_bind 

<222> complement (193 . .204) 

<223> matinspector prediction 

name MYCMAX_02 

score 0.972 

sequence cagcacgtgagt 



21 




<221> protein_bind 
<222> 195. .202 

<223> matinspector prediction 
name USF_C 
score 0.997 
sequence tcacgtgc 

<221> protein_bind 
<222> complement (195 .. 202) 
<223> matinspector prediction 
name USF_C 
score 0.991 
sequence gcacgtga 

<221> protein_bind 

<222> complement (210 .. 217) 

<223> matinspector prediction 

Q name MZF1_01 

score 0.968 

y=5 sequence catgggga 

J. 5 <221> protein_bind 
Jjf <222> 397. .410 

<223> matinspector prediction 
name ELK1_02 
*p score 0.963 

s sequence ctctccggaagcct 

flj <221> protein_bind 

fjj <222> 400. .409 

*^ <223> matinspector prediction 

J name CETS1P54_01 

score 0.974 
M sequence tccggaagcc 

<221> protein_bind 

<222> complement (460 . .470) 

<223> matinspector prediction 

name AP1_Q4 

score 0.963 

sequence agtgactgaac 

<221> protein_bind 

<222> complement (460 . .470) 

<223> matinspector prediction 

name AP1FJ_Q2 

score 0.961 

sequence agtgactgaac 

<221> protein_bind 
<222> 547 . .555 

<223> matinspector prediction 
name PADS C 



22 



score 1.000 
sequence tgtggtctc 



300 
360 



<400> 23 

ctatagggca cgcktggtcg acggcccggg ctggtctggt ctgtkgtgga gtcgggttga 60 

aggacagcat ttgtkacatc tggtctactg caccttccct ctgccgtgca cttggccttt 120 

kawaagctca gcaccggtgc ccatcacagg gccggcagca cacacatccc attactcaga 180 

aggaactgac ggactcacgt gctgctccgt ccccatgagc tcagtggacc tgtctatgta 240 
gagcagtcag acagtgcctg ggatagagtg agagttcagc cagtaaatcc aagtgattgt 
cattcctgtc tgcattagta actcccaacc tagatgtgaa aacttagttc tttctcatag 

gttgctctgc ccatggtccc actgcagacc caggcactct ccggaagcct ggaaatcacc 420 

cgtgtcttct gcctgctccc gctcacatcc cacacttgtg ttcagtcact gagttacaga 480 

ttttgcctcc tcaatttctc ttgtcttagt cccatcctct gttcccctgg ccagtttgtc 540 

tagctgtgtg gtctc 555 

<210> 24 

<211> 391 

fl <212> DNA 

,J3 <213> Homo sapiens 

U1 

<220> 

r! <221> CDS 

4f <222> 108. .389 

^0 <221> sig_peptide 

*S <222> 108 . . 167 

s <223> score 5 

Q seq LQRFAVLSRGVHS/SV 

iy 

z t z 

<400> 24 

2 aagttgcagt gacgctccgg cgtcactgtt gcgcttcata gacgccgcgt gtacccggtt 60 
gtcctcaggc gctgtcagat ctgtggtttt tctacttgaa ggacaca atg ttt tec 116 
O Met Phe Ser 

-20 

aaa eta gca cat ttg cag agg ttt get gta ctt agt cgc gga gtt cat 
Lys Leu Ala His Leu Gin Arg Phe Ala Val Leu Ser Arg Gly Val His 

-15 -10 -5 

tct tea gtg get tct get aca tct gtt gca act aaa aaa aca gtc caa 212 
Ser Ser Val Ala Ser Ala Thr Ser Val Ala Thr Lys Lys Thr Val Gin 

15 10 15 

ggc cct cca ace tct gat gac att ttt gaa agg gaa tat aag tat ggt 
Gly Pro Pro Thr Ser Asp Asp He Phe Glu Arg Glu Tyr Lys Tyr Gly 

20 25 30 

gca cac aac tac crt cct tta cct gta gee ctg gag aga gga aaa ggt 
Ala His Asn Tyr Xaa Pro Leu Pro Val Ala Leu Glu Arg Gly Lys Gly 

35 40 45 

att tac tta tgg gat gta gaa ggc aga aaa tat ttt gac ttc ctg agt 356 
He Tyr Leu Trp Asp Val Glu Gly Arg Lys Tyr Phe Asp Phe Leu Ser 

50 55 60 

tct tac agt get gtc aac caa ggg cat tgt cac cc 3 91 

Ser Tyr Ser Ala Val Asn Gin Gly His Cys His 
65 70 



164 



260 



308 



23 



<210> 25 

<211> 295 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 82 . .294 

<221> sig_j?eptide 
<222> 82 . . 141 
<223> score 3.5 

seq WQL VLNVWGKVE A/ D I 



5 F3 



<400> 25 

agagagaaag tgaaggaggg caggggaggg ggacagcgag ccattgagcg atctttgtca 60 
agcatcccag aagactgcgc c atg ggg etc age gac ggg gaa tgg cag ttg 111 

Met Gly Leu Ser Asp Gly Glu Trp Gin Leu 
-20 -15 
gtg ctg aac gtc tgg ggg aag gtg gag get gac ate cca ggc cat ggg 159 
H Val Leu Asn Val Trp Gly Lys Val Glu Ala Asp He Pro Gly His Gly 
UJ -io -5 15 

^8 cag gaa gtc etc ate agg etc ttt aag ggt cac cca gag act ctg gag 2 07 

Gin Glu Val Leu He Arg Leu Phe Lys Gly His Pro Glu Thr Leu Glu 

10 15 20 

aag ttt gac aag ttc aag cac ctg aag tea gag gac gag atg aag gca 2 55 

Lys Phe Asp Lys Phe Lys His Leu Lys Ser Glu Asp Glu Met Lys Ala 

25 30 35 

tct gag gac tta aag aag cat ggt gee act gtg etc ace g 2 95 

Ser Glu Asp Leu Lys Lys His Gly Ala Thr Val Leu Thr 
40 45 50 

<210> 26 

<211> 449 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 110. .448 

<221> sigj>eptide 
<222> 110 . . 169 
<223> score 3.5 

seq WQLVLNVWGKVEA/DI 



<400> 26 

agaaggtata aaaacgccct tgggaccagg cagcctcaaa ccccagctgt tggggecagg 
acacccagtg agcccatact tgctcttttt gtcttcttca gactgcgcc atg ggg etc 

Met Gly Leu 
-20 



24 



• 



m 



age 


gac 


ggg 


gaa 


tgg 


cag 


ttg gtg 


ctg 


aac 


gtc 


tgg 


ggg 


aag 


gtg 


g a g 


lOD 


Ser 


Asp 


Gly Glu Trp 


Gin 


Leu Val 


Leu 


Asn 


vax 


Trp 


\j jl y 


j_j y o 


vox 


Glu 








-15 








-10 










c 
- ~> 










get 


gac 


ate 


cca 


ggc 


cat 


ggg cag 


gaa 


gtc 


etc 


acc 


agg 


etc 


ttt 


aag 


914 


Ala 


Asp 


He 


Pro Gly 


His 


Gly Gin Glu 


vai 


Leu 


Tip 

lie 


t\L y 


T i 
uc u. 


Phe 


Lys 






1 








5 








10 










15 




ggt 


cac 


cca 


gag 


act 


ctg 


gag aag 


ttt 


gac 


aag 


ttc 


aag 


cac 


ctg 


aag 


9 £9 

Z OZ 


Gly His 


Pro 


Glu 


Thr 


Leu 


Glu Lys 


Phe 


Asp 


Lys 




Lys 


rl-L fa 


Leu 


Lys 












20 








25 










30 






tea 


gag 


gac 


gag 


atg 


aag 


gca tct 


gag 


gac 


tta 


aag 


aag 


—i 4- 

cat 


ggt 


gec 


oiu 


Ser 


Glu 


Asp 


Glu 


Met 


Lys 


Ala Ser 


Glu 


Asp 


Leu 


Lys 


Lys 


£1_L o 


Gly Ala 










35 








40 










A C 
ft D 








acy 


gtg 


etc 


ace 


gee 


ctg 


ggt ggc 


ate 


ctt 


aag 


aag 


aag 


ggg 


cat 


cat 


^ ft 


Thr 


Val 


Leu 
50 


Thr 


Ala 


Leu 


Gly Gly 
55 


He 


Leu 


Lys 


Lys 


Lys 
60 


Gly 


His 


His 




gag 


gca 


gag 


att 


aag 


ccc 


ctg gca 


cag 


teg 


cat 


gee 


acc 


aag 


cac 


aag 


406 


Glu 


Ala 
65 


Glu 


He 


Lys 


Pro 


Leu Ala 
70 


Gin 


Ser 


His 


Ala 
75 


Thr 


Lys 


His 


Lys 




ate 


ccc 


gtg 


aaa 


ntn 


met 


gga gtt 


cat 


etc 


gga 


atg 


cat 


cat 


c 




449 


He 


Pro 


Val 


Lys 


Xaa 


Xaa 


Gly Val 


His 


Leu Gly Met 


His 


His 








80 










85 








90 















<210> 27 

<211> 382 

<212> DNA 

<213> Homo sapiens 



s <220> 

p <221> CDS 

fll <222> 58 . .381 

s rr 



<221> sig_peptide 
<222> 58. .159 
<223> score 3.8 

seq TLFVFISXGSALG/FK 



<400> 27 

agctctcaga gggaattgag cacccggcag eggtctcagg ccaagccccc tgecage 57 
atg gec age gag ttc aag aag aag etc ttc tgg agg gca gtg gtg gee 105 
Met Ala Ser Glu Phe Lys Lys Lys Leu Phe Trp Arg Ala Val Val Ala 

-30 -25 -20 

gag ttc ctg gec acg acc etc ttt gtc ttc ate age anc ggt tct gee 153 
Glu Phe Leu Ala Thr Thr Leu Phe Val Phe He Ser Xaa Gly Ser Ala 

-15 -10 -5 

ctg ggc ttc aaa tac ccg gtg ggg mac aac cag acg gcg gtc cag gac 201 
Leu Gly Phe Lys Tyr Pro Val Gly Xaa Asn Gin Thr Ala Val Gin Asp 

15 10 
aac gtg aag gtg teg ctg gec ttc ggg ctg age ate gec acg ctg gcg 24 9 

Asn Val Lys Val Ser Leu Ala Phe Gly Leu Ser He Ala Thr Leu Ala 
15 20 25 30 

cag agt gtg ggc cac ate age ggc gee cac etc aac ccg get gtc aca 2 97 

Gin Ser Val Gly His He Ser Gly Ala His Leu Asn Pro Ala Val Thr 

35 40 45 



25 




• 



•rJs 



382 



ctg ggg ctg ctg etc age tgc cag ate age ate ttc cgn nnn tea tgt 34 5 

Leu Gly Leu Leu Leu Ser Cys Gin He Ser He Phe Arg Xaa Ser Cys 

50 55 60 

aca tea teg ccc agt gcg tgg ggg cca teg teg cca c 
Thr Ser Ser Pro Ser Ala Trp Gly Pro Ser Ser Pro 
65 70 

<210> 28 
<211> 495 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 147 . .494 

<221> sig_peptide 
<222> 147 . .278 
<223> score 5.5 

seq ILFFTGWWIMIDA/AV 



; £ <400> 28 

gctcccgggg ctgaggtgga gccgcgggac geeggcaggg ttgtggcgca sagtctcctt 60 

cctgcgcgcg cgcctgaagt cggcgtgggc gtttgaggaa gctggratwc agcatttaat 120 

%S gaaaaattta tgcttaagaa gtaaaa atg gca ggc ttc eta gat aat ttt cgt 173 
%f) Met Ala Gly Phe Leu Asp Asn Phe Arg 

r* -40 

gj tgg cca gaa tgt gaa tgt att gac tgg agt gag aga aga aat get gtg 221 
~* Trp Pro Glu Cys Glu Cys He Asp Trp Ser Glu Arg Arg Asn Ala Val 
-35 -30 -25 -20 

gca tct gtt gtc gca ggt ata ttg ttt ttt aca ggc tgg tgg ata atg 269 
2 Ala Ser Val Val Ala Gly He Leu Phe Phe Thr Gly Trp Trp He Met 
Q -15 -10 -5 

O att gat gca get gtg gtg tat cct aag cca gaa cag ttg aac cat gee 317 
He Asp Ala Ala Val Val Tyr Pro Lys Pro Glu Gin Leu Asn His Ala 

15 10 
ttt cac aca tgt ggt gta ttt tec aca ttg get ttc ttc atg ata aat 365 
Phe His Thr Cys Gly Val Phe Ser Thr Leu Ala Phe Phe Met He Asn 

15 20 25 

get gta tec aat get cag gtg aga ggt gat age tat gaa age ggc tgt 413 
Ala Val Ser Asn Ala Gin Val Arg Gly Asp Ser Tyr Glu Ser Gly Cys 
30 35 40 45 

tta gga aga aca ggt get cga gtt tkg ctt ttc att ggt ttc atg ttg 461 
Leu Gly Arg Thr Gly Ala Arg Val Xaa Leu Phe He Gly Phe Met Leu 

50 55 60 

atg ttt ggg tea ctt att get tec atg tgg att c 
Met Phe Gly Ser Leu He Ala Ser Met Trp He 
65 70 

<210> 29 
<211> 379 
<212> DNA 

<213> Homo sapiens 



495 



26 



4 



<220> 

<221> CDS 

<222> 80. .379 

<221> sig_peptide 

<222> 80. .136 

<223> score 6.2 

seq WXFLVAIIKGVQC/XX 



<400> 29 

agtctgggag aagagcccca gccccagaat tcccaggagt ttccattcgg tgatcagcwc 60 
tgaacacaga ggactcacc atg gag ttt ggg ctg asc tgg stt ttc ctt gtt 112 

Met Glu Phe Gly Leu Xaa Trp Xaa Phe Leu Val 
-15 -10 
get att ata aaa ggt gtc cag tgt cak gyg can ctg gtg gag tct ggg 160 
Ala lie lie Lys Gly Val Gin Cys Xaa Xaa Xaa Leu Val Glu Ser Gly 
p -5 15 

r.r= gga rgc ttg gtc aar yet gga ggg tec ctg aga etc tec tgt gca gee 208 
flf Gly Xaa Leu Val Lys Xaa Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala 

V: io is 20 

l t tct gga ttc ace ttc agt gac twe tac atg arc tgg ate cgc cag get 256 
^ Ser Gly Phe Thr Phe Ser Asp Xaa Tyr Met Xaa Trp lie Arg Gin Ala 
^ 25 30 35 40 

^ cca ggg aag ggg ctg gar tgg gtt tea tac att agt age ggt ggw taw 3 04 

%S Pro Gly Lys Gly Leu Glu Trp Val Ser Tyr lie Ser Ser Gly Gly Xaa 
s 45 50 55 

Q tac aca aac tac gca gac tct gan rag ggn cgm wtc amc ate tec aga 352 
ry Tyr Thr Asn Tyr Ala Asp Ser Xaa Xaa Gly Arg Xaa Xaa lie Ser Arg 
60 65 70 

gay aac gee aag aac tea ctg tat ctg 37 9 

Asp Asn Ala Lys Asn Ser Leu Tyr Leu 
75 80 

<210> 30 
<211> 442 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 65 . .442 



<221> sig_peptide 
<222> 65 . .121 
<223> score 11.7 

seq VFCLLAVAPGAHS/QV 



<400> 30 

aaaagcatca tccaacaacc acatcccttc tctacagaag cctctgagag gaaagttctt 60 
cacc atg gac tgg ace tgg agg gtc ttc tgc ttg ctg get gta get cca 109 
Met Asp Trp Thr Trp Arg Val Phe Cys Leu Leu Ala Val Ala Pro 



27 



+ 4 













-15 








-10 












ggt 


get 


cac 


tec 


cag 


gtg 


cag 


ctg 


gtg 


cag 


tct 


ggg 


get 


gag 


gtg 


aag 


1 ^7 


Gly 


Ala 


His 


Ser 


Gin 


Val 


Gin 


Leu 


Val 
5 


Gin 


Ser Gly Ala 


Glu 
10 


val 


T.\/C! 

jjy © 




aag 


cct 


ggg 


gee 


1 

tea 


gtg 


aag 


gtt 


tec 


tgc 


aag 


gca 


tct 


gga 


tac 


acc 


Z U D 


Lys 


Pro Gly Ala 


Ser 


Val 


Lys 


Val 


Ser 


Cys 


Lys 


Ala 


Ser Gly 


Tyr 


1 III. 






15 










20 










25 










ttc 


acc 


age 


yac 


tat 


atg 


cac 


tgg 


gtg 


cga 


cag 


gee 


cct 


gga 


caa 


ggg 


zoo 


Phe 


Thr 


Ser 


Xaa 


Tyr 


Met 


His 


Trp 


Val 


Arg 


Gin 


Ala 


Pro 


Gly 


oxn 


\jXy 






30 










35 










40 












ytt 


gag 


tgg 


atg 


gga 


ata 


ate 


aac 


cct 


agt 


grt 


ggy 


age 


acn 


aas 


tac 


Jul 


Xaa 


Glu 


Trp 


Met 


Gly 


He 


He 


Asn 


Pro 


Ser 


Xaa Gly 


Ser 


Thr 


Ada 


Tyr 




45 








50 










55 










b U 




gca 


cag 


aag 


ttc 


cag 


ggc 


aga 


gtc 


acc 


atg 


acy 


agg 


gac 


acg 


tec 


acg 


1 A Q 

j 4 y 


Ala 


Gin 


Lys 


Phe 


Gin Gly Arg 


Val 


Thr 


Met 


Thr 


Arg 


Asp 


Thr 


Ser 


Thr 










65 










70 










75 






age 


aca 


gtc 


tac 


atg 


sag 


ctg 


age 


age 


ctg 


asa 


tct 


gas 


gac 


acg 


gee 


397 


Ser 


Thr 


Val 


Tyr 


Met 


Xaa 


Leu 


Ser 


Ser 


Leu 


Xaa 


Ser 


Xaa 


Asp 


Thr 


Ala 










80 










85 










90 








gtg 


tat 


yay 


tgt 


gck aga gak gcg 


tat 


agy 


age 


tac 


cgc 


ttt 


gac 




442 


Val 


Tyr 


Xaa 


Cys 


Ala 


Arg 


Xaa 


Ala 


Tyr 


Ser 


Ser 


Tyr 


Arg 


Phe 


Asp 








95 










100 










105 











y i 

^ <210> 31 

^ <211> 400 
<212> DNA 

fc J3 <213> Homo sapiens 

O <220> 

ry <221> CDS 

fjjj <222> 20. .400 

% <221> sig_peptide 

y <222> 20. .76 

^ <223> score 11 



seq TLLLLTVPSWVLS/QV 



<400> 31 

gtgaatcctg ctctccacc atg gac ata ctt tgt tec acg etc ctg eta ctg 

Met Asp lie Leu Cys Ser Thr Leu Leu Leu Leu 
-15 -10 



act 


gtc 


ccg 


tec 


tgg 


gtc 


tta 


tec 


cag 


gtc 


acc 


ttg 


agg 


gag 


tct 


ggt 


Thr 


Val 


Pro 


Ser 


Trp 


Val 


Leu 


Ser 


Gin 
1 


Val 


Thr 


Leu 


Arg 
5 


Glu 


Ser Gly 


cct 


gcg 


ctg 


~5 

gtg 


aaa 


ccc 


aca 


cag 


acc 


etc 


aca 


ctg 


acc 


tgc 


acc 


ttc 


Pro 


Ala 


Leu 


Val 


Lys 


Pro 


Thr 


Gin 


Thr 


Leu 


Thr 


Leu 


Thr 


Cys 


Thr 


Phe 




10 










15 










20 










tct 


ggg 


ttc 


tcr 


etc 


asc 


act 


agt 


gga 


atg 


tst 


gtg 


agy 


tgg 


ate 


cgt 


Ser Gly 


Phe 


Ser 


Leu 


Xaa 


Thr 


Ser 


Gly 


Met 


Xaa 


Val 


Ser 


Trp 


He 


Arg 


25 










30 










35 










40 


cag 


sec 


cca 


ggg 


aag 


gsc 


ctg 


gag 


tgg 


ctt 


gca 


ytc 


att 


gat 


tgg 


sar 


Gin 


Xaa 


Pro 


Gly 


Lys 


Xaa 


Leu 


Glu 


Trp 


Leu 


Ala 


Xaa 


He 


Asp 


Trp 


Xaa 



52 



100 



148 



196 



244 



45 50 55 



28 



gat gat aar 
Asp Asp Lys 

aag gac acc 
Lys Asp Thr 
75 

cct gtg gac 
Pro Val Asp 
90 

cac gac cac 
His Asp His 
105 



was tac age 
Xaa Tyr Ser 
60 

tec aaa aac 
Ser Lys Asn 

aca gec aca 
Thr Ala Thr 

tgg 
Trp 



aca tct ctg 
Thr Ser Leu 
65 

cag gtg gtc 
Gin Val Val 
80 

tat tac tgt 
Tyr Tyr Cys 
95 



aag aac aga 
Lys Asn Arg 

ctt aca ctg 
Leu Thr Leu 

gca egg agt 
Ala Arg Ser 
100 



etc acc ate 
Leu Thr lie 
70 

tec aag atg 
Ser Lys Met 
85 

aga tta gtc 
Arg Leu Val 



tec 292 
Ser 

gac 340 
Asp 

cct 388 
Pro 

400 



<210> 32 

<211> 283 

<212> DNA 

<213> Homo sapiens 



_ <220> 

O <221> CDS 

%0 <222> 20. .283 



y i 



<221> sig_peptide 
<222> 20. .76 
<223> score 11 

seq TLLLLTVPSWVLS/QV 



<400> 32 

gtgaatcctg ctctccacc atg gac ata ctt tgt tec acg etc ctg eta ctg 52 

Met Asp lie Leu Cys Ser Thr Leu Leu Leu Leu 
-15 -10 
act gtc ccg tec tgg gtc tta tec cag gtc acc ttg arg gag tct ggt 100 
Thr Val Pro Ser Trp Val Leu Ser Gin Val Thr Leu Xaa Glu Ser Gly 

-5 15 
cct gcg ctg gtg aaa ccc aca gag acc etc aca ctg acc tgc acc etc 14 8 

Pro Ala Leu Val Lys Pro Thr Glu Thr Leu Thr Leu Thr Cys Thr Leu 

10 15 20 

tct ggg ttc tea etc aac gtt agt gga atg cgt atg ate tgg gtc cgt 196 
Ser Gly Phe Ser Leu Asn Val Ser Gly Met Arg Met He Trp Val Arg 
25 30 35 40 

cag ttc cca ggg cag gee ctg gag tgg ctt gca cgc att gat tgg gat 244 
Gin Phe Pro Gly Gin Ala Leu Glu Trp Leu Ala Arg He Asp Trp Asp 

45 50 55 

gat gag aag tac ttc act tea tct ctg agg acc agg etc 2 83 

Asp Glu Lys Tyr Phe Thr Ser Ser Leu Arg Thr Arg Leu 
60 65 



<210> 33 

<211> 388 

<212> DNA 

<213> Homo sapiens 



<220> 



29 



<221> CDS 
<222> 58 . .387 

<221> sig_peptide 
<222> 58. .114 
<223> score 10.6 

seq ILFLVAAXTGAXS/QV 



<400> 33 

atcacccaaa aaccacaccc ctccttggga gaatccccta gatcacagct cctcacc 57 
atg gac tgg acc tgg age ate ctt ttc ttg gtg gca gca nca aca ggt 105 
Met Asp Trp Thr Trp Ser He Leu Phe Leu Val Ala Ala Xaa Thr Gly 

-15 -10 -5 

gec ewe tec cag gtt cak ctg gwg cag tct gga rgt gag gtg aag amg 153 
Ala Xaa Ser Gin Val Xaa Leu Xaa Gin Ser Gly Xaa Glu Val Lys Xaa 

15 10 
cct ggg gec tea gtg aar gtc tec tgc aag gey tct ggt tac aye tty 
Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Xaa Phe 
O 15 20 25 

*Q amc aga tay grt ate aac tgg gtk cgw cag gec cct gga caa ggs ctt 
JH Xaa Arg Tyr Xaa He Asn Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
jU 30 35 40 45 

it* gag tgg atg gga tgg ate age cct tac aat gga aat aca aat tat gca 297 
^ Glu Trp Met Gly Trp He Ser Pro Tyr Asn Gly Asn Thr Asn Tyr Ala 

50 55 60 

^ cag caa ttc cag gac aga gtc acc ttg acc aca gac aca teg acg agt 345 
^ Gin Gin Phe Gin Asp Arg Val Thr Leu Thr Thr Asp Thr Ser Thr Ser 
£ 65 70 75 

O aca gca ttt ctg gag ttg agg agt ctg aaa tct gac gac acg g 388 
fy Thr Ala Phe Leu Glu Leu Arg Ser Leu Lys Ser Asp Asp Thr 
HI 80 85 90 



201 



249 



<210> 


34 


<211> 


419 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


58. .417 


<221> 


sig_peptide 


<222> 


58. . 114 


<223> 


score 10.7 




seq ILFLVAAATGXHS/QV 



<400> 34 

atcacccaaa aaccacaccc ctccttggga gaatccccta gatcacagct cctcacc 
atg gac tgg acc tgg age ate ctt ttc ttg gtg gca gca gca aca ggt 
Met Asp Trp Thr Trp Ser He Leu Phe Leu Val Ala Ala Ala Thr Gly 

-15 -10 -5 

gyc cac tec cag gtt car ctg gtg cag tct gga set gag gtg aag aag 



30 



+ 4 



201 



297 



Xaa His Ser Gin Val Gin Leu Val Gin Ser Gly Xaa Glu Val Lys Lys 

15 10 
cct ggg gcc tea gtg aag gtc tec tgc aag get tct ggt tac ace ttt 
Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe 

15 20 25 

acc age tat ggt ate age tgg gtg cga cag gcc cct gga caa ggg ctt 249 
Thr Ser Tyr Gly He Ser Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
30 35 40 45 

gag tgg atg gga tgg ate age gst tac aat ggt aac aca aac tat gca 
Glu Trp Met Gly Trp He Ser Xaa Tyr Asn Gly Asn Thr Asn Tyr Ala 

50 55 60 

cag rag ytc cag ggc aga gtc acc atg acc asr gac aca tec acg aac 345 
Gin Xaa Xaa Gin Gly Arg Val Thr Met Thr Xaa Asp Thr Ser Thr Asn 

65 70 75 

aca gcc tac atg gam ytg agg arc ctr aga tct gac gac acg gcc gtg 393 
Thr Ala Tyr Met Xaa Leu Arg Xaa Leu Arg Ser Asp Asp Thr Ala Val 

80 85 90 

tat tac tgt gcg arg agg gga etc aa 419 
Tyr Tyr Cys Ala Xaa Arg Gly Leu 
95 100 

<210> 35 
<211> 455 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
^ <222> 58. .453 

Tw <221> sig_peptide 

fy <222> 58. .114 

Jg <223> score 10.8 

i seq ILFLVAAATGAHS/QV 

<400> 35 

atcacccaaa aaccacaccc ctccttggga gaatccccta gatcacagct cctcacc 57 
atg gac tgg acc tgg age ate ctt ttc ttg gtg gca gca gca aca ggt 105 
Met Asp Trp Thr Trp Ser He Leu Phe Leu Val Ala Ala Ala Thr Gly 

-15 -10 -5 

gcc cac tec cag gtt car ctg gtg cag tct gga set gag gtg aag aag 153 
Ala His Ser Gin Val Gin Leu Val Gin Ser Gly Xaa Glu Val Lys Lys 

15 10 
cct ggg gcc tea gtg aag gtc tec tgc aag get tct ggt tac acc ttt 201 
Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe 

15 20 25 

acc arc tat grt ate arc tgg gtg cga cag gcc cct gga caa ggg ctt 24 9 

Thr Xaa Tyr Xaa He Xaa Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
30 35 40 45 

939 tgg atg gga tgg ate age get tac aat ggt aac aca aac tat gca 2 97 

Glu Trp Met Gly Trp He Ser Ala Tyr Asn Gly Asn Thr Asn Tyr Ala 

50 55 60 

cag ran etc cag ggc aga gtc acc atg acc asr gac aca tec acg arm 345 



31 



Pin 


Add 


Leu 


m n 


\j xy 


M.I. y vai 


Thr 


Met 


Thr 


Xaa 


Asp 


Thr 


Ser Thr 


Xaa 










D D 








70 










75 






aca 


gcc 


tac 


atg 


gaa 


ctg agg 


age 


ctg 


mga 


tct 


gac 


gac 


acg gcc 


rtk 


393 


Thr 


Ala 


Tyr 


Met 


Glu 


Leu Arg 


Ser 


Leu 


Arg 


Ser 


Asp 


Asp 


Thr Ala 


Xaa 








80 








85 










90 








tat 


tac 


tgt 


gcg 


cga 


gag atm 


nta 


gtg 


gna 


sta 


tgt 


gat 


gga cag 


ttg 


441 


Tyr 


Tyr 


Cys 


Ala 


Arg 


Glu He 


Xaa 


Val 


Xaa 


Xaa 


Cys 


Asp Gly Gin Leu 






95 








100 










105 










ggg 


cca 


ggg 


aac 


ct 




















455 


Gly 


Pro 


Gly 


Asn 

























110 

<210> 36 

<211> 373 

<212> DNA 

<213> Homo sapiens 



<220> 

^ <221> CDS 

^ <222> 58. .372 

y| <221> sig_peptide 

M* <222> 58. .114 

Ly <223> score 9.5 

J\ seq I LXLVAAXTGAHS / QG 

■sac 



<400> 36 

atcacccaaa aaccacaccc ctccttggga gaatccccta gatcacagct cctcacc 57 
atg gac tgg acc tgg asc ate ctt wtw ttg gtg gca gew rca aca ggt 105 
Met Asp Trp Thr Trp Xaa He Leu Xaa Leu Val Ala Ala Xaa Thr Gly 

-15 -10 -5 

gcc cac tec cag ggt cag ywg gtg cag tct gga get gaa gtg aag aag 153 
Ala His Ser Gin Gly Gin Xaa Val Gin Ser Gly Ala Glu Val Lys Lys 

15 10 
cct ggg gcc tea gtg aag gtc tec tgc aag gmt tct ggt tac acc ttt 201 
Pro Gly Ala Ser Val Lys Val Ser Cys Lys Xaa Ser Gly Tyr Thr Phe 

15 20 25 

aca tac ttt ggt gtc agt wgg ttt egg cag gcc cct gga caa ggg ctt 24 9 

Thr Tyr Phe Gly Val Ser Xaa Phe Arg Gin Ala Pro Gly Gin Gly Leu 
30 35 40 45 

gar tgg atg gca tgg ate age ggt cat aat ggt gac aca aac tat gcg 2 97 

Glu Trp Met Ala Trp He Ser Gly His Asn Gly Asp Thr Asn Tyr Ala 

50 55 60 

acg gag gat cca ggg cag agt cac cct gac cac agn cac ate cac gng 345 
Thr Glu Asp Pro Gly Gin Ser His Pro Asp His Xaa His He His Xaa 

65 70 75 

cac age ctn cat gga get gng gag ccg g 373 
His Ser Leu His Gly Ala Xaa Glu Pro 
80 85 



<210> 37 
<211> 382 
<212> DNA 



32 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 58 . .381 

<221> sig_peptide 
<222> 58 . . 114 
<223> score 9.2 

seq ILFLVAAATGAHS/QL 



201 



<400> 37 

atcacccaaa aaccacaccc ctccttggga gaatccccta gatcacagct cctcacc 57 
atg gac tgg acc tgg age ate ctt ttc ttg gtg gca gca gca aca ggt 105 
Met Asp Trp Thr Trp Ser He Leu Phe Leu Val Ala Ala Ala Thr Gly 

-15 -10 -5 

gec cac tec caa ctt cag ctg gtg cag tct gga get gag gtg aag aag 153 
Ala His Ser Gin Leu Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys 

15 10 
cct ggg gec tea atg aaa gtc tec tgc cag get tct gat tac acc ttt 
Pro Gly Ala Ser Met Lys Val Ser Cys Gin Ala Ser Asp Tyr Thr Phe 

15 20 25 

ttg aac ttt ggt ate acg tgg gtg cga cag gec cct gga caa ggg ctt 249 
Leu Asn Phe Gly He Thr Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
30 35 40 45 

gag tgg atg gga tgg ate age ttt cac agt ggt aat aca aac tat gca 
Glu Trp Met Gly Trp He Ser Phe His Ser Gly Asn Thr Asn Tyr Ala 

50 55 60 

gag aac ttc cag ggc aga ggc gec att age gca gay aca tec acg ayt 345 
Hi Glu Asn Phe Gin Gly Arg Gly Ala He Ser Ala Asp Thr Ser Thr Xaa 
65 70 75 

acs gey tac ate gag gtg agg age etc aga tct gac g 
Thr Ala Tyr He Glu Val Arg Ser Leu Arg Ser Asp 
80 85 

<210> 38 
<211> 420 
<212> DNA 

<213> Homo sapiens 



297 



382 



<220> 
<221> CDS 
<222> 58 . .420 



<221> sig_peptide 
<222> 58. .114 
<223> score 10.8 

seq I L FLVAAATGAH S / QV 



<400> 38 

atcacccaaa aaccacaccc ctccttggga gaatccccta gatcacagct cctcacc 
atg gac tgg acc tgg age ate ctt ttc ttg gtg gca gca gca aca ggt 



33 



4 



<210> 


39 


<211> 


471 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


52 . .471 


<221> 


sig__peptide 


<222> 


52. .108 


<223> 


score 10.8 




seq I LFLVAAATGAHS / QV 



Met Asp Trp Thr Trp Ser He Leu Phe Leu Val Ala Ala Ala Thr Gly 

-15 -10 -5 

gcc cac tec cag gtt cag ctg gtg cag tct gga rst gag gtg aag aag 153 
Ala His Ser Gin Val Gin Leu Val Gin Ser Gly Xaa Glu Val Lys Lys 

15 10 
cct ggg gcc tea gtg aag gtc tec tgc aag rcc tct ggt tac acc ttt 201 
Pro Gly Ala Ser Val Lys Val Ser Cys Lys Xaa Ser Gly Tyr Thr Phe 

15 20 25 

acc agt tay gny ate age tgg gtg cga cag gcc cct gga caa ggw ctt 24 9 

Thr Ser Tyr Xaa He Ser Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
30 35 40 45 

gag tgg atg gga tgg ate age rst tac aaw ggt aas aca gay tat gca 
Glu Trp Met Gly Trp He Ser Xaa Tyr Xaa Gly Xaa Thr Asp Tyr Ala 

50 55 60 

cag aar ttc cag ggc aga stc acc wtg acc aca gac aca tec acg aay 345 
Gin Lys Phe Gin Gly Arg Xaa Thr Xaa Thr Thr Asp Thr Ser Thr Asn 

65 70 75 

att gcc tac atg gas ytg agg aac ctg aga tct gac gac acg gcc ttc 3 93 

He Ala Tyr Met Xaa Leu Arg Asn Leu Arg Ser Asp Asp Thr Ala Phe 

80 85 90 

tat tac tgt gtg aga ggc cat ctt gga 
Tyr Tyr Cys Val Arg Gly His Leu Gly 
95 100 



297 



420 



<400> 39 

acccaacaac cacatccctc ctcagmagcc cccagagcac aackcctyac c atg gac 57 

Met Asp 

tgg acc tgg agg ate etc ttt ttg gtg gca gca gcc aca ggt gcc cac 105 
Trp Thr Trp Arg He Leu Phe Leu Val Ala Ala Ala Thr Gly Ala His 

-15 -10 -5 

tec cag gtc cag ctt gtg cag tct ggg get gag gtg aag aag cct ggg 153 
Ser Gin Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys Pro Gly 

15 10 15 

gcc tea gtg aag gtt tec tgc aag get tct gga tac aye ttc act ary 201 
Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Xaa Phe Thr Xaa 

20 25 30 

tmt get atn cat tgg gtg cgc cag gcc ccc gga car agr ctt gag tgg 249 
Xaa Ala Xaa His Trp Val Arg Gin Ala Pro Gly Gin Arg Leu Glu Trp 
35 40 45 



34 



atg 


ggr 


tgg 


ate 


aac 


get 


gee 


amt 


ggt warn 


aca 


awa 


tat 


tea 


cag 


aas 


297 


Met 


Gly 


Trp 
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Asn 


Aia 


Ala 

a J. a 


Ya a 
Add 


Gly Xaa 


Thr 


Xaa 


Tyr 


Ser 


Gin 


Xaa 






50 


















60 










ttc 


cag 


grc 


aga 


gtc 


acc 


WCu 


acc 


agg gac 


aca 


tec 


gcg 


age 


aca 


ate 


345 


Phe 


Gin 


xaa 


Arg 


vai 


rp"U ~- 

inr 


Ya a 
Ada. 




Arg Asp 


Thr 


Ser 


Ala 


Ser 


Thr 


Val 






65 










70 








75 
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atg 


gag 


ctg 


age 


age 


ctg 


aga 


tct gaa 


gac 


acg 


get 


gtg 






j j 


Ser 


Met 


Glu 


Leu 


Ser 


Ser 


Leu 


Arg 


Ser Glu Asp Thr Ala 


Val 


Tyr 


Phe 




80 










85 








90 










95 




tgt 


gcg 


aga 


gat 


tgg 


gaa 


att 


gca 


gta gta 


cca 


act 


get 


ata 


aac 


tct 


441 


Cys 


Ala 


Arg 


Asp 


Trp 


Glu 


He 


Ala 


Val Val 


Pro 


Thr 


Ala 


He 


Asn 


Ser 












100 








105 










110 




471 
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ggg 
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ggg 
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gaa cct 
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<210> 40 

<211> 429 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 83 . .427 

<221> sigjeptide 
<222> 83 . .139 
<223> score 13.3 

seq LALLLAVLQGVCA/EV 



<400> 40 

aaacccaggg ctcccctcca cagtgagtct ccctcactgs ccagctggga tctcagggct 
tcattttctg tcctccacca tc atg ggg tea acc gee ate etc gee etc etc 112 

Met Gly Ser Thr Ala He Leu Ala Leu Leu 
-15 -10 
ctg get gtt etc caa gga gtc tgt gee gag gtg cag ctg gtg cag tct 
Leu Ala Val Leu Gin Gly Val Cys Ala Glu Val Gin Leu Val Gin Ser 

-5 15 
gga gca gag gtg aaa aag ccc ggg gag tct ctg aag ate tec tgt aag 
Gly Ala Glu Val Lys Lys Pro Gly Glu Ser Leu Lys He Ser Cys Lys 

10 15 20 

ggt gtt gga tac aat ttt gee ggc tgg tgg ate ggc tgg gtg cgc cag 2 56 

Gly Val Gly Tyr Asn Phe Ala Gly Trp Trp He Gly Trp Val Arg Gin 

25 30 35 

atg ccc ggg gaa ggc ctg gag ttg atg ggg etc gtc tat cct ctt gac 
Met Pro Gly Glu Gly Leu Glu Leu Met Gly Leu Val Tyr Pro Leu Asp 
40 45 50 55 

tct aat acc gca tat agt ccg tec ttc aaa gac cac gtc acc ate tea 352 
Ser Asn Thr Ala Tyr Ser Pro Ser Phe Lys Asp His Val Thr He Ser 

60 65 70 

gee gac agg tec etc age acc gec tac ctg cag tgg ate age ctg aag 400 
Ala Asp Arg Ser Leu Ser Thr Ala Tyr Leu Gin Trp He Ser Leu Lys 
75 80 85 



60 



160 



208 



304 



35 



cct egg aca ccg cca tat att act gtg tg 429 
Pro Arg Thr Pro Pro Tyr He Thr Val 
90 95 



<210> 41 

<211> 326 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 83 . .325 



<221> sig_peptide 
<222> 83. .139 
<223> score 13.3 

seq LALLLAVLQGVCA/EV 



3 <400> 41 

y aaacccaggg ctcccctcca cagtgagtct ccctcactgc ccagctggga tctcagggct 60 
Jl tcattttctg tcytccacca tc atg ggg tea rcc gec ate etc gec etc etc 112 
^ Met Gly Ser Xaa Ala He Leu Ala Leu Leu 

-15 -10 
ctg get gtt etc caa gga gtc tgt gee gag gtg cac ctg gtg cag tct 160 
^ Leu Ala Val Leu Gin Gly Val Cys Ala Glu Val His Leu Val Gin Ser 

-5 15 
ggc gca gag ctg aaa aag ccg ggg gag tct ctg acg ate tec tgt aag 208 
Gly Ala Glu Leu Lys Lys Pro Gly Glu Ser Leu Thr He Ser Cys Lys 

10 15 20 

ggc tct gga tac gag ttc ggc act cac tgg ate ggc tgg gtg cgc cag 256 
Gly Ser Gly Tyr Glu Phe Gly Thr His Trp He Gly Trp Val Arg Gin 

25 30 35 

atg ccc ggg aaa ggt ctg gag tgg atg ggg ate ate tac cct gat gac 3 04 

Met Pro Gly Lys Gly Leu Glu Trp Met Gly He He Tyr Pro Asp Asp 
40 45 50 55 

tct gat ace aga tac aac ccg t 326 
Ser Asp Thr Arg Tyr Asn Pro 
60 



<210> 42 

<211> 369 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 83 . .367 



<221> sigjpeptide 
<222> 83 . .139 
<223> score 12.7 

seq LALLLAVLQGVCG/EE 



36 



<400> 42 

aaacccaggg ctcccctcca cagtgagtct ccctcactgc ccagctggga tctcagggct 60 
tcwttttctg tcctccacca tc atg ggg tea acc gec ate etc gec etc etc 112 

Met Gly Ser Thr Ala lie Leu Ala Leu Leu 
15 -10 

160 



ctg gca gtt etc caa gga gtc tgt ggc gag gag cag ctg gtg cag tct 
Leu Ala Val Leu Gin Gly Val Cys Gly Glu Glu Gin Leu Val Gin Ser 

-5 1 5 

gga gca gag gtg aaa aag ccc ggg gag tct ctg agg ata tec tgt acg 
Gly Ala Glu Val Lys Lys Pro Gly Glu Ser Leu Arg He Ser Cys Thr 

10 15 20 

ggg tct gga tac tec ttt acc agt cat tgg ate ggc tgg gtg cgc cag 
Gly Ser Gly Tyr Ser Phe Thr Ser His Trp He Gly Trp Val Arg Gin 

25 30 35 

atg ccc ggt act ggc ctg gag tgg acg gcg ate ate tat cct gat gac 
Met Pro Gly Thr Gly Leu Glu Trp Thr Ala He He Tyr Pro Asp Asp 
40 45 50 55 

tct gat acc aag tas agt ccg teg ttc caa ggc caa gtc act ate tea 
Ser Asp Thr Lys Xaa Ser Pro Ser Phe Gin Gly Gin Val Thr He Ser 





<210> 


43 


"-ZS7 


<211> 


372 




<212> 


DNA 




<213> 


Homo sapiens 








?=; 


<220> 






<221> 


CDS 




<222> 


83 . .370 








.=SfS. 

larl 


<221> 


sig_peptide 


<222> 


83. .139 




<223> 


score 13.3 

seq LALLLAVLQGVCA/EV 



208 



256 



304 



352 

5 Ser 

60 65 70 

gee gac aag tec acc aa 369 
Ala Asp Lys Ser Thr 
75 



<400> 43 

aaacccaggg ctcccctcca cagtgagtct ccctcactgc ccagctggga tctcagggct 60 
tcaktttctg tcytccacca tc atg ggg tea rcc gec ate etc gec etc etc 112 

Met Gly Ser Xaa Ala He Leu Ala Leu Leu 
-15 -10 
ctg get gtt etc caa ggc gtc tgt gee gag gtg cag ctg gtg cag tct 160 
Leu Ala Val Leu Gin Gly Val Cys Ala Glu Val Gin Leu Val Gin Ser 

-5 1 5 

gga gca gag gtg aaa aag ccc ggg gag tct ctg aag ate tct tgt aag 208 
Gly Ala Glu Val Lys Lys Pro Gly Glu Ser Leu Lys He Ser Cys Lys 

10 15 20 

gee tct gga tta age ctt ate gac tgg gtt ggc tgg gtg cgc cag aag 256 
Ala Ser Gly Leu Ser Leu He Asp Trp Val Gly Trp Val Arg Gin Lys 
25 30 35 



37 



-=32" 

ssa : 

iy 
iy 



u 




# 



ccc ggg aag ggc ctg gag tgg atg ggg ate ate tat att ggt gat tct 3 04 

Pro Gly Lys Gly Leu Glu Trp Met Gly He He Tyr He Gly Asp Ser 

40 45 50 55 

gat ace aga tac age ccg tec ttc nga agg cca ggt cac cat etc age 352 

Asp Thr Arg Tyr Ser Pro Ser Phe Xaa Arg Pro Gly His His Leu Ser 

60 65 70 

cga caa gtc cat cag cac eg 372 
Arg Gin Val His Gin His 
75 





<210> 


44 




<211> 


323 




<212> 


DNA 




<213> 


Homo sapiens 




<220> 






<221> 


CDS 




<222> 


83 . .322 




<221> 


sig_peptide 




<222> 


83 . .139 




<223> 


score 13.3 






seq LALLLXVLQGVCA/EV 



60 



160 



208 



.7; <400> 44 

aaacccaggg ctcccctcca cagtgagtct ccctcactgc ccagctggga tctcagggct 
w tcattttctg tcytccacca tc atg ggg tea gec gee ate etc gee etc etc 112 
s. Met Gly Ser Ala Ala He Leu Ala Leu Leu 

-15 -10 
ctg ret gtt ctg caa gga gtc tgt gee gaa gtg cag ctg gtg cag tct 
Leu Xaa Val Leu Gin Gly Val Cys Ala Glu Val Gin Leu Val Gin Ser 

-5 15 
ggg cca gag gtg aaa aag ccc gga gag tct ctg aag ate tct tgt gag 
Gly Pro Glu Val Lys Lys Pro Gly Glu Ser Leu Lys He Ser Cys Glu 

10 15 20 

gtt tct gga tac acc ttt aat ttt tac tgg etc gee tgg gtc cgc cag 256 
Val Ser Gly Tyr Thr Phe Asn Phe Tyr Trp Leu Ala Trp Val Arg Gin 

25 30 35 

agg ccc gga aaa ggc ttg gag tgg atg gga gee ate cgt cct ggt tac 3 04 

Arg Pro Gly Lys Gly Leu Glu Trp Met Gly Ala He Arg Pro Gly Tyr 
40 45 50 55 

ttt ggt tec gca tac age c 323 
Phe Gly Ser Ala Tyr Ser 
60 

<210> 45 
<211> 441 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 59. .439 



38 



# 



<221> sigjpeptide 
<222> 59. .115 
<223> score 9.7 

seq ILFLVAAATSAHS/QV 



<400> 45 

atcactcaac raccacwtct gtcctctaga gaaaaccctg tgagcacagc tcctcacc 58 
atg gac tgg acc tgg agg ate etc ttc ttg gtg gca gca get aca agt 106 
Met Asp Trp Thr Trp Arg lie Leu Phe Leu Val Ala Ala Ala Thr Ser 

-15 -10 -5 

gec cac tec cag gtg cag ctg gtg cag tct ggg act gaa gtg agg ggg 154 
Ala His Ser Gin Val Gin Leu Val Gin Ser Gly Thr Glu Val Arg Gly 

15 10 
cct ggg gee tea gtg aag gtc tec tgt aag get tct gga tac acc ttc 202 
Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe 

15 20 25 

gtc agt tat gat ate aac tgg gta cga cag gec get gga caa ggg ctt 250 
^ Val Ser Tyr Asp lie Asn Trp Val Arg Gin Ala Ala Gly Gin Gly Leu 
^ 30 35 40 45 

yi gag tgg atg gga tgg atg aat cct ttc agt ggt gac tea ggc ttt gca 2 98 

H= Glu Trp Met Gly Trp Met Asn Pro Phe Ser Gly Asp Ser Gly Phe Ala 
W 50 55 60 

y3 ca 9 aac ttc ca 9 99 c a 9 a 9 tc acc tt: 9 acc a 99 aac tcc tcc ata 99 c 346 

Gin Asn Phe Gin Gly Arg Val Thr Leu Thr Arg Asn Ser Ser lie Gly 

JS 65 70 75 

^ aca gee tac atg gaa ctg acc age etc aga tct gac gac acg gec gtc 394 

Thr Ala Tyr Met Glu Leu Thr Ser Leu Arg Ser Asp Asp Thr Ala Val 

80 85 90 

tat tac tgt gcg cga ggc egg ggc tac act cac tac tac ttc ttc ga 441 

i'U Tyr Tyr Cys Ala Arg Gly Arg Gly Tyr Thr His Tyr Tyr Phe Phe 

=E 95 100 105 

6 

Q <210> 46 

*** <211> 327 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 18. .326 

<221> sigjpeptide 
<222> 18. .74 
<223> score 10.6 

seq TLLLLTXPSWVLS/QX 



<400> 46 

gactcctgtg ccccacc atg gac aca ctt tgc tmc acr etc ctg ctg ctg 50 

Met Asp Thr Leu Cys Xaa Thr Leu Leu Leu Leu 
-15 -10 
acc rye cct tcm tgg gtc ttg tcc cag rtc acc ytg aag gag wet ggt 98 



39 



Thr Xaa Pro Ser Trp Val 
-5 

cct gys ctg gtg raa ccc 
Pro Xaa Leu Val Xaa Pro 
10 

tct ggg ttc tea etc agg 
Ser Gly Phe Ser Leu Arg 
25 30 
cag ccc cca ggc aag gec 
Gin Pro Pro Gly Lys Ala 
45 

gat gat aag cgc tat aga 
Asp Asp Lys Arg Tyr Arg 
60 

aag gac acc tec aaa aac 
Lys Asp Thr Ser Lys Asn 
75 



Leu Ser Gin Xaa Thr Leu 
1 

aca cag acc etc acg ctg 
Thr Gin Thr Leu Thr Leu 
15 20 
act agt gga gag ggt gtg 
Thr Ser Gly Glu Gly Val 
35 

ctg gaa tgg ctt gca etc 
Leu Glu Trp Leu Ala Leu 
50 

cca tct ctg aaa acc agg 
Pro Ser Leu Lys Thr Arg 
65 

cag gtg gtc eta aca atg 
Gin Val Val Leu Thr Met 
80 



Lys Glu Xaa Gly 
5 

acc tgc acc ttc 146 
Thr Cys Thr Phe 

99C tgg ate cgt 194 
Gly Trp lie Arg 
40 

att tat tgg gat 242 
lie Tyr Trp Asp 
55 

etc acc ate acc 290 
Leu Thr lie Thr 
70 

a 327 



^ <210> 47 

y <211> 276 

^ <212> DNA 

Ul <213> Homo sapiens 



jg <221> CDS 



<220> 
<221> 

<222> 18. .275 



<221> sig_peptide 
<222> 18. .74 
<223> score 10.7 

seq TLLLLTTPSWVLS/QV 



<400> 47 

gactcctgtg ccccacc atg gac aca ctt tgc tac aca etc ctg ctg ctg 50 

Met Asp Thr Leu Cys Tyr Thr Leu Leu Leu Leu 
-15 -10 
acc acc cct tec tgg gtc ttg tec cag gtc acc ttg aag gag tct ggt 98 
Thr Thr Pro Ser Trp Val Leu Ser Gin Val Thr Leu Lys Glu Ser Gly 

-5 15 
cct gtg ctg gtg aaa ccc aca gag acc etc acg ctg acc tgc acc gtc 146 
Pro Val Leu Val Lys Pro Thr Glu Thr Leu Thr Leu Thr Cys Thr Val 

10 15 20 

tct ggg ttc tea etc aac aat get gga atg ggt gtg age tgg gtc cgt 194 
Ser Gly Phe Ser Leu Asn Asn Ala Gly Met Gly Val Ser Trp Val Arg 
25 30 35 40 

cag ccc cca ggg aag gee ctg gag tgg ctt gca cac gag tat ccg cat 242 
Gin Pro Pro Gly Lys Ala Leu Glu Trp Leu Ala His Glu Tyr Pro His 

45 50 55 

gac caa aga tec tac aac aca tct ctg age ggc c 276 
Asp Gin Arg Ser Tyr Asn Thr Ser Leu Ser Gly 
60 65 



<210> 48 



40 



<211> 361 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 63 . .359 

<221> sigj>eptide 
<222> 63 . .119 
<223> score 10.8 

seq ILFLVAAATGAHS/QV 



; 3 
. 5~ 



=3r 
■ « 



<210> 


49 


<211> 


419 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


63. .419 


<221> 


sig_peptide 


<222> 


63 . .119 


<223> 


score 10.8 




seq ILFLXAAATGAHS/QV 



60 
107 



<400> 48 

gagcatcacc cagcaaccac atctgtnctc tagagaatcc cctgasagct ccgttcctca 
cc atg gac tgg acc tgg agg ate etc ttc ttg gtg gca gca gec acm 
Met Asp Trp Thr Trp Arg He Leu Phe Leu Val Ala Ala Ala Thr 
-15 -10 -5 

gga gec cac tec cag gtg err ctg stg caa tct ggg get gag gtg aag 155 
Gly Ala His Ser Gin Val Xaa Leu Xaa Gin Ser Gly Ala Glu Val Lys 
yl 15 10 

» arg cct ggg gee tew gtg aag gtc tec tgy aag ret tct gga tac rcc 203 
Xaa Pro Gly Ala Ser Val Lys Val Ser Cys Lys Xaa Ser Gly Tyr Xaa 

15 20 25 

ttc asc gkc tac tat ata cac tgg sts cgm cag gee cct gga caa ggg 251 
% Phe Xaa Xaa Tyr Tyr He His Trp Xaa Arg Gin Ala Pro Gly Gin Gly 
W 30 35 40 

* ctt gag tgg atg ggw egg ats aat cct aag gat ggt gec ccc aac tat 

O Leu Glu Trp Met Gly Arg Xaa Asn Pro Lys Asp Gly Ala Pro Asn Tyr 
ry 45 50 55 60 

uj gca ccg aac ttt gaa ggc agg gtc acc atg acc agg gac acg tec ate 347 
jE Ala Pro Asn Phe Glu Gly Arg Val Thr Met Thr Arg Asp Thr Ser He 
S 65 70 75 

f*\ acc aca gcg tac at 361 
Thr Thr Ala Tyr 
80 



299 



<400> 49 



41 



ru 



r*5 



<221> sigjpeptide 
<222> 62. .118 
<223> score 9.6 

seq FLFWAAATGVQS/QX 



gagcatcacc cagcaaccac atctgtcctc kagagaatcc cctgasagct ccgttcctca 60 
cc atg gac tgg acc tgg agg ate etc ttc ttg gyg gca gca gec aca 107 
Met Asp Trp Thr Trp Arg He Leu Phe Leu Xaa Ala Ala Ala Thr 
-15 -10 -5 

gga gec cac tec cag gtg egg ctg gtg car tct ggg get gag gtg aag 155 
Gly Ala His Ser Gin Val Arg Leu Val Gin Ser Gly Ala Glu Val Lys 

15 10 
aar cct ggg gec tea gtg aag gtc tec tgc aag ret tck gga tac rcc 2 03 

Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Xaa Ser Gly Tyr Xaa 

15 20 25 

ytc acc ggc yay twt mtr cac tgg ctg cgm cag gec cct gga caa ggs 251 
Xaa Thr Gly Xaa Xaa Xaa His Trp Leu Arg Gin Ala Pro Gly Gin Gly 

30 35 40 

ctt gag tgg atg gga ygg ate aat ccg agg act ggt ggc act aag tec 2 99 

Leu Glu Trp Met Gly Xaa He Asn Pro Arg Thr Gly Gly Thr Lys Ser 
45 50 55 60 

gca cag aag twt agg gac ttc etc acc atg acc agg gat gcg ccc atn 347 
Ala Gin Lys Xaa Arg Asp Phe Leu Thr Met Thr Arg Asp Ala Pro Xaa 
» 65 70 75 

^ aac acg gec tas atg gaa ttg act gga ctw aga kct gas gaa acg gee 3 95 

^6 Asn Thr Ala Xaa Met Glu Leu Thr Gly Leu Arg Xaa Xaa Glu Thr Ala 
01 80 85 90 

M- act tat ttc tgt gcg aga gak caa 419 
yj Thr Tyr Phe Cys Ala Arg Xaa Gin 
-.f? 95 100 

Ik <210> 50 

y <211> 359 

% <212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 62 . .358 



<400> 50 

agcatcacat aacaaccasa ttcctcctct aaagaagece ctgggagcac agctcatcac 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 











-15 








-10 








-5 




gtc 


cag 


tec 


cag 


rts 


cag 


ctr 


str 


cag 


tct ggg 


get 


gag 


gtg 


aag 


aag 


Val 


Gin 


Ser 


Gin 


Xaa 


Gin 


Leu 


Xaa 


Gin 


Ser Gly 


Ala 


Glu 
10 


Val 


Lys 


Lys 


cct 


ggg 


tec 


1 

teg 


gtg 


aag 


gtc 


5 

tec 


tgc 


gag get 


tct 


gga 


tac 


acc 


ttc 


Pro Gly 


Ser 


Ser 


Val 


Lys 


Val 


Ser 


Cys 


Glu Ala 


Ser 


Gly Tyr 


Thr 


Phe 




15 










20 








25 










age 


aac 


tat 


get 


gtc 


age 


tgg 


ttc 


cag 


ggc aga 


gtc 


acg 


att 


acc 


gcg 


Ser 


Asn 


Tyr 


Ala 


Val 


Ser 


Trp 


Phe 


Gin 


Gly Arg 


Val 


Thr 


He 


Thr 


Ala 



60 
109 



157 



205 



253 



42 




# 



. ft 



30 35 40 45 

gac gag tec acg acc aca gtc tac atg cag ctg age age eta aca tct 301 

Asp Glu Ser Thr Thr Thr Val Tyr Met Gin Leu Ser Ser Leu Thr Ser 

50 55 60 

gaa gac acg gec gtc tat tac tgt gcg aga gag gcg egg gaa tgg cag 349 
Glu Asp Thr Ala Val Tyr Tyr Cys Ala Arg Glu Ala Arg Glu Trp Gin 

65 70 75 

tgg ctg gtg t 359 
Trp Leu Val 
80 



<210> 


51 


<211> 


367 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


62. .367 


<221> 


sigjeptide 


<222> 


62. .118 


<223> 


score 9.6 




seq FLFWAAATGVQS/QX 



205 



<400> 51 

agcatcacat aacaaccasa ttcctcctct aaagaagece ctgggagcac agctcatcac 60 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 109 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tec cag rts cag ctr str cag tct ggg get gag gtg aag aag 157 
Val Gin Ser Gin Xaa Gin Leu Xaa Gin Ser Gly Ala Glu Val Lys Lys 

15 10 
cct ggg tec teg gtg aag gtc tec tgc gag get tct gga tac acc ttc 
Pro Gly Ser Ser Val Lys Val Ser Cys Glu Ala Ser Gly Tyr Thr Phe 

15 20 25 

age aac tat get gtc age tgg ttc cag ggc aga gtc acg att acc gcg 253 
Ser Asn Tyr Ala Val Ser Trp Phe Gin Gly Arg Val Thr He Thr Ala 
30 35 40 45 

gac gag tec acg acc aca gtc tac atg cag ctg age age eta aca tct 301 
Asp Glu Ser Thr Thr Thr Val Tyr Met Gin Leu Ser Ser Leu Thr Ser 

50 55 60 

gaa gac acg gec gtc tat tac tgt gcg aga gat tec get teg gtg gtg 349 
Glu Asp Thr Ala Val Tyr Tyr Cys Ala Arg Asp Ser Ala Ser Val Val 

65 70 75 

atg gec aat gga ctg ggc 3 67 

Met Ala Asn Gly Leu Gly 
80 

<210> 52 

<211> 492 

<212> DNA 

<213> Homo sapiens 



43 



4 



<220> 
<221> CDS 
<222> 62 . .490 

<221> sig_peptide 
<222> 62 . .118 
<223> score 9.9 

seq FLFWAAATGVQS/QV 



60 
109 



m 

a; 



<400> 52 

agcatcacat aacaaccaca ttcctcctct aaagaagccc ctgggagcac agctcatcac 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tec cag gtg cag ctg gtg cag tct ggg get gag gtg aag aag 157 
Val Gin Ser Gin Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys 

« 1 5 10 

^ cct ggg tec teg gtg amr gtc kec tgy aag get tct gga ggc asc ytc 2 05 

'yi Pro Gly Ser Ser Val Xaa Val Xaa Cys Lys Ala Ser Gly Gly Xaa Xaa 

ITi 15 20 25 

N 1 agm agy tat ggt ate age tgg gtg cga cag gee cct gga caa ggg ctt 253 

yj xaa Ser Tyr Gly He Ser Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 

J3 30 35 40 45 

%S 9 a 9 at 9 9 ga ggg atc ayc ccn ntc ttw ggn aca kca aaC WaC gCa 301 

Jf? Glu Trp Met Gly Gly He Xaa Pro Xaa Xaa Gly Thr Xaa Asn Xaa Ala 

50 55 60 

cag aag ttc cag ggc aga gtc acg att acc gcg gac gaa tec acg aac 34 9 

Gin Lys Phe Gin Gly Arg Val Thr He Thr Ala Asp Glu Ser Thr Asn 

65 70 75 

aca gtc tat atg gag etc aac age ctg ara tct gam gam acg gec gtc 3 97 

Thr Val Tyr Met Glu Leu Asn Ser Leu Xaa Ser Xaa Xaa Thr Ala Val 

80 85 90 

tat tas wyt gcg agt cgt gtc gtg get gga gga ctg gtc ttc tac get 445 

Tyr Xaa Xaa Ala Ser Arg Val Val Ala Gly Gly Leu Val Phe Tyr Ala 

95 100 105 

atr gac gwe tgg ggc car gga cca egg tea ccg tct cct cag ctt cc 492 

Xaa Asp Xaa Trp Gly Gin Gly Pro Arg Ser Pro Ser Pro Gin Leu 

110 115 120 

<210> 53 

<211> 425 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 62 . .424 

<221> sig_peptide 
<222> 62. .118 
<223> score 9.9 

seq FLFWAAATGVQS/QV 



44 



<400> 53 

agcatcacat aacaaccaca ttcctcctct aaagaagccc ctgggagcac agctcatcac 60 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 109 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tec cag gts cag ctg gtg cag tct ggg get gag gtg aag aag 157 
Val Gin Ser Gin Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys 

15 10 
cct ggg tec teg gtg aag gtc tec tgc aag get tct gga ggc acc ttc 205 
Pro Gly Ser Ser Val Lys Val Ser Cys Lys Ala Ser Gly Gly Thr Phe 

15 20 25 

anc asc tat ret wtc age tgg gtg cga cag gee cct gga caa ggm ctt 2 53 

Xaa Xaa Tyr Xaa Xaa Ser Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
30 35 40 45 

gag tgg atg gga ggg ate ate cct ate ttt ggt ama aca aac tac gca 3 01 

Glu Trp Met Gly Gly He He Pro lie Phe Gly Xaa Thr Asn Tyr Ala 

50 55 60 

cag aag ttc cag ggs aga gtc acg atg acc gcg gac gaa tec aca acc 34 9 

Gin Lys Phe Gin Gly Arg Val Thr Met Thr Ala Asp Glu Ser Thr Thr 

65 70 75 

aca gtc tac atg gaa ctg age cgc ctg aca tct gag gac acg gee gtg 3 97 

Thr Val Tyr Met Glu Leu Ser Arg Leu Thr Ser Glu Asp Thr Ala Val 

80 85 90 

tat tac tgt gcg aga gac att aac aga g 425 
Tyr Tyr Cys Ala Arg Asp He Asn Arg 
95 100 

<210> 54 

<211> 411 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 62 . .409 

<221> sig_peptide 
<222> 62 . .118 
<223> score 9.6 

seq FLFWAAATGVQS/QX 



<400> 54 

agcatcacat aacaaccasa ttcctcctct aaagaagccc ctgggagcac agctcatcac 60 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 109 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tec cag rts cag ctr str cag tct ggg get gag gtg aag aag 157 
Val Gin Ser Gin Xaa Gin Leu Xaa Gin Ser Gly Ala Glu Val Lys Lys 

15 10 
cct ggg tec teg gtg aag gtc tec tgc gag get tct gga tac acc ttc 205 
Pro Gly Ser Ser Val Lys Val Ser Cys Glu Ala Ser Gly Tyr Thr Phe 



45 



301 



411 



15 20 25 

age aac tat get gtc age tgg ttc cag ggc aga gtc acg att acc gcg 253 
Ser Asn Tyr Ala Val Ser Trp Phe Gin Gly Arg Val Thr lie Thr Ala 
30 35 40 45 

gac gaa tec acg aac aca gtc tat atg gag etc aac age ctg ara tct 
Asp Glu Ser Thr Asn Thr Val Tyr Met Glu Leu Asn Ser Leu Xaa Ser 

50 55 60 

gam gam acg gee gtc tat tas wyt gcg agt cgt gtc gtg get gga gga 34 9 

Xaa Xaa Thr Ala Val Tyr Xaa Xaa Ala Ser Arg Val Val Ala Gly Gly 

65 70 75 

ctg gtc ttc tac get atr gac gwe tgg ggc car gga cca egg tea ccg 3 97 

Leu Val Phe Tyr Ala Xaa Asp Xaa Trp Gly Gin Gly Pro Arg Ser Pro 

80 85 90 

tct cct cag ctt cc 
Ser Pro Gin Leu 

95 

<210> 55 
<211> 407 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 62 . .406 

<221> sigj>eptide 
<222> 62. .118 
<223> score 9.6 

seq FLFWAAATGVQS/QX 



60 
109 



205 



<400> 55 

agcatcacat aacaaccasa ttcctcctct aaagaagece ctgggagcac agctcatcac 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tec cag rts cag ctr str cag tct ggg get gag gtg aag aag 157 
Val Gin Ser Gin Xaa Gin Leu Xaa Gin Ser Gly Ala Glu Val Lys Lys 

15 10 
cct ggg tec teg gtg aag gtc tec tgc gag get tct gga tac acc ttc 
Pro Gly Ser Ser Val Lys Val Ser Cys Glu Ala Ser Gly Tyr Thr Phe 

15 20 25 

age aac tat get gtc age tgg ttc cag ggc aga gtc acg att acc gcg 253 
Ser Asn Tyr Ala Val Ser Trp Phe Gin Gly Arg Val Thr He Thr Ala 
30 35 40 45 

gac gra tec acg asc aca rcc tac atg gag ctg age age ctg aga tct 
Asp Xaa Ser Thr Xaa Thr Xaa Tyr Met Glu Leu Ser Ser Leu Arg Ser 

50 55 60 

gag gac acg gee stg tat tac tgt gcg aga ggt caa gec ccc ggt agg 34 9 

Glu Asp Thr Ala Xaa Tyr Tyr Cys Ala Arg Gly Gin Ala Pro Gly Arg 

65 70 75 

gta gta gta cca ctt ttc etc tgg ggc cag gga acc tgg tea ccg tct 397 
Val Val Val Pro Leu Phe Leu Trp Gly Gin Gly Thr Trp Ser Pro Ser 



301 



46 



80 85 90 

cct cag cct c 407 
Pro Gin Pro 
95 

<210> 56 
<211> 448 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 62 . .448 

<221> sig_peptide 
<222> 62 . .118 
<223> score 9.9 

seq FLF WAAATGVQS / QV 

<400> 56 

agcatcacat aacaaccaca ttcctcctct aaagaagccc ctgggagcac agctcatcac 60 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 109 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tec cag gtg cag ctg gtg cag tct ggg get gag gtg aag aag 157 
Val Gin Ser Gin Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys 
15 10 
]L cct ggg tec teg gtg aag gtc tec tgc aag get tct gga ggc acc ttc 205 
u Pro Gly Ser Ser Val Lys Val Ser Cys Lys Ala Ser Gly Gly Thr Phe 
[U 15 20 25 

fu age aac tat get rtc anc tgg gtg cga cag gec cct gga caa ggg ctt 253 
=p Ser Asn Tyr Ala Xaa Xaa Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
H 30 35 40 45 

H gag tgg atg gga rgr ate acc ccn ate ytt ggn acr gca aas tac sea 301 
^ Glu Trp Met Gly Xaa He Thr Pro He Xaa Gly Thr Ala Xaa Tyr Xaa 

50 55 60 

cag aar ttc cag ggc aga ate acc att acc gcg gac gaa tec acc agt 349 
Gin Lys Phe Gin Gly Arg He Thr He Thr Ala Asp Glu Ser Thr Ser 

65 70 75 

aca gcg tac atg gaa ctg act ggt ctg aaa tct gac gac acg gec gtc 397 
Thr Ala Tyr Met Glu Leu Thr Gly Leu Lys Ser Asp Asp Thr Ala Val 

80 85 90 

tat tac tgt gcg aga gat tec get teg gtg gtg atg gee aat gga ctg 445 
Tyr Tyr Cys Ala Arg Asp Ser Ala Ser Val Val Met Ala Asn Gly Leu 
95 100 105 



*0 



ggc 
Gly 
110 

<210> 57 

<211> 441 

<212> DNA 

<213> Homo sapiens 



448 



47 



ft # 



<220> 
<221> CDS 
<222> 62 . .439 

<221> sig_peptide 
<222> 62 . .118 
<223> score 9.9 

seq FLFWAAATGVQS/QV 



<400> 57 

agcatcacat aacaaccaca ttcctcctct aaagaagccc ctgggagcac agctcatcac 60 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 109 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tec cag gtg car ctg gtg cag tct ggg get gag gtg aag aag 157 
Val Gin Ser Gin Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys 
15 10 
^ cct ggg tec teg gtg aag gtc tec tgc aag get tct gga ggc acc ttc 205 
*3 Pro Gly Ser Ser Val Lys Val Ser Cys Lys Ala Ser Gly Gly Thr Phe 
U1 15 20 25 

§** aac asy tat get ate age tgg gtg cga cag gee cct rsa caa ggg ctt 253 

Asn Xaa Tyr Ala He Ser Trp Val Arg Gin Ala Pro Xaa Gin Gly Leu 
_ 30 35 40 45 

• *% gag tgg atg gga ggg rtc acc cca ate ttt ggg aca sea mac tac gca 301 
if Glu Trp Met Gly Gly Xaa Thr Pro He Phe Gly Thr Xaa Xaa Tyr Ala 
^ 50 55 60 

cag aas ttc cag ggc aga nts asg att acc gcg gac gaa tec acg age 34 9 

U Gin Xaa Phe Gin Gly Arg Xaa Xaa He Thr Ala Asp Glu Ser Thr Ser 
fU 65 70 75 

fy aga gtc tac atg gag ttg age age ccg aga tct gag gac acg gee gtc 3 97 

£ Arg Val Tyr Met Glu Leu Ser Ser Pro Arg Ser Glu Asp Thr Ala Val 
Q 80 85 90 

tat tac tgt gtg age tec tec aca gag tgt ggt cgt gat tgc ta 441 
Tyr Tyr Cys Val Ser Ser Ser Thr Glu Cys Gly Arg Asp Cys 
95 100 105 



<210> 


58 


<211> 


344 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


62 . .343 


<221> 


sig_j>eptide 


<222> 


62. .118 


<223> 


score 9.6 




seq FLFWAAATGVQS/QX 


<400> 


58 



48 





<210> 


59 




<211> 


360 




<212> 


DNA 




<213> 


Homo sapiens 


I 








<220> 






<221> 


CDS 


<222> 


62. .358 








r=a ; 


<221> 


sig ^peptide 


IV 


<222> 


62 . .118 


H 5J 


<223> 


score 9.6 


p: 




seq FLF WAAATGVQS / QX 



205 



agcatcacat aacaaccasa ttcctcctct aaagaagccc ctgggagcac agctcatcac 60 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 109 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tec cag rts cag ctr str cag tct ggg get gag gtg aag aag 157 
Val Gin Ser Gin Xaa Gin Leu Xaa Gin Ser Gly Ala Glu Val Lys Lys 

15 10 
cct ggg tec teg gtg aag gtc tec tgc gag get tct gga tac acc ttc 
Pro Gly Ser Ser Val Lys Val Ser Cys Glu Ala Ser Gly Tyr Thr Phe 

15 20 25 

age aac tat get gtc age tgg ttc cag ggc aga gtc acg att acc gcg 253 
Ser Asn Tyr Ala Val Ser Trp Phe Gin Gly Arg Val Thr He Thr Ala 
30 35 40 45 

gac gaa tec aca acc aca gtc tac atg gaa ctg age cgc ctg aca tct 
Asp Glu Ser Thr Thr Thr Val Tyr Met Glu Leu Ser Arg Leu Thr Ser 

50 55 60 

gag gac acg gee gtg tat tac tgt gcg aga gac att aac aga g 344 
Glu Asp Thr Ala Val Tyr Tyr Cys Ala Arg Asp He Asn Arg 
65 70 75 



301 



<400> 59 

agcatcacat aacaaccasa ttcctcctct aaagaagccc ctgggagcac agctcatcac 60 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 10 9 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tec cag rts cag ctr str cag tct ggg get gag gtg aag aag 157 
Val Gin Ser Gin Xaa Gin Leu Xaa Gin Ser Gly Ala Glu Val Lys Lys 

15 10 
cct ggg tec teg gtg aag gtc tec tgc gag get tct gga tac acc ttc 205 
Pro Gly Ser Ser Val Lys Val Ser Cys Glu Ala Ser Gly Tyr Thr Phe 

15 20 25 

age aac tat get gtc age tgg ttc cag ggc aga gtc acg att acc gcg 253 
Ser Asn Tyr Ala Val Ser Trp Phe Gin Gly Arg Val Thr He Thr Ala 
30 35 40 45 

gac gaa tec acg age aga gtc tac atg gag ttg age age ccg aga tct 301 
Asp Glu Ser Thr Ser Arg Val Tyr Met Glu Leu Ser Ser Pro Arg Ser 

50 55 60 

gag gac acg gee gtc tat tac tgt gtg age tec tec aca gag tgt ggt 34 9 

Glu Asp Thr Ala Val Tyr Tyr Cys Val Ser Ser Ser Thr Glu Cys Gly 



49 



4 



65 

cgt gat tgc ta 
Arg Asp Cys 
80 



70 



75 



360 



<210> 


60 


<211> 


374 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


62. .373 


<221> 


sig__peptide 


<222> 


62. .118 


<223> 


score 8 . 3 




seq FLFWAAATXVQS/QX 



<400> 60 

agcatcwcac aacaaccasa ttcctcctct aaagaagccc ctgggagcac agctcatcac 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca grt 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Xaa 
-15 -10 -5 

gtc cag tec cag gkc cag ctg gtg cag tct ggg kct gag gtg aag arg 
Val Gin Ser Gin Xaa Gin Leu Val Gin Ser Gly Xaa Glu Val Lys Xaa 

15 10 
cct ggg tec teg gtg aag gtc tec tgy aag ret tct ggr ggc aye ytc 
Pro Gly Ser Ser Val Lys Val Ser Cys Lys Xaa Ser Gly Gly Xaa Xaa 

15 20 25 

agy asy aat gsc ate ass tgg gtg cga cag gee cct gga caa ggg ctt 
Ser Xaa Asn Xaa He Xaa Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
30 35 40 45 

gag tgg atg ggr agg ate ate ccc atg gtt gaa aaa gcg gac acc gca 
Glu Trp Met Gly Arg He He Pro Met Val Glu Lys Ala Asp Thr Ala 

50 55 60 

cag aag ttc cag ggc aga etc act att agt aca nkn eta teg acg age 
Gin Lys Phe Gin Gly Arg Leu Thr He Ser Thr Xaa Leu Ser Thr Ser 

65 70 75 

asa gsc ttc atg gaa ctg age agt c 
Xaa Xaa Phe Met Glu Leu Ser Ser 
80 85 



60 
109 



157 



205 



253 



301 



349 



374 



<210> 61 

<211> 440 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 62 . .439 



<221> sigjpeptide 



50 



<222> 62. .118 
<223> score 9.4 

seq FLFWAAATGVQS/QX 



205 



<400> 61 

agcatcacak aacaaccaca ttcctcctct aaagaagccc ctgggagcac agctcatcac 60 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 109 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tec cag gks sas ctg gtg cag tct ggg get gag gtg aag aag 157 
Val Gin Ser Gin Xaa Xaa Leu Val Gin Ser Gly Ala Glu Val Lys Lys 

15 10 
cct ggs tec teg gtg aar rtc tec tgc aag get tcy ggr ggc aye ytc 
Pro Gly Ser Ser Val Lys Xaa Ser Cys Lys Ala Ser Gly Gly Xaa Xaa 

15 20 25 

mgc rac sat ggs ate age tgg gtg cga cag gee cct gga cag ggc ctg 2 53 

Xaa Xaa Xaa Gly He Ser Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
^ 30 35 40 45 

^ gag tgg atg gga gac ate ate cct att tat gat ctg gta aac tat gca 301 
S Glu Trp Met Gly Asp He He Pro He Tyr Asp Leu Val Asn Tyr Ala 

50 55 60 

cag aaa ttc cag ggc aga gtc acg att acc gcg cac aaa tec aca acc 349 
Gin Lys Phe Gin Gly Arg Val Thr He Thr Ala His Lys Ser Thr Thr 

65 70 75 

aca gee tac atg gag gtg att age ctg acc tct gaa gac acg gee gtg 397 
Thr Ala Tyr Met Glu Val He Ser Leu Thr Ser Glu Asp Thr Ala Val 
80 85 90 

%. tat tac tgt gcg aga gag gcg egg gaa tgg cag tgg ctg gtg t 
y Tyr Tyr Cys Ala Arg Glu Ala Arg Glu Trp Gin Trp Leu Val 
fU 95 100 105 

=P <210> 62 

p <211> 448 

f*$ <212> DNA 

^ <213> Homo sapiens 

<220> 
<221> CDS 
<222> 62 . .448 

<22l> sigjpeptide 
<222> 62 . . 118 
<223> score 9.4 

seq FLFWAAATGVQS/QX 



440 



<400> 62 

agcatcacak aacaaccaca ttcctcctct aaagaagccc ctgggagcac agctcatcac 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tec cag gks sas ctg gtg cag tct ggg get gag gtg aag aag 
Val Gin Ser Gin Xaa Xaa Leu Val Gin Ser Gly Ala Glu Val Lys Lys 



51 



15 10 
cct ggs tec teg gtg aar rtc tec tgc aag get tcy ggr ggc aye ytc 
Pro Gly Ser Ser Val Lys Xaa Ser Cys Lys Ala Ser Gly Gly Xaa Xaa 

15 20 25 

mgc rac sat ggs ate age tgg gtg cga cag gee cct gga cag ggc ctg 
Xaa Xaa Xaa Gly He Ser Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
30 35 40 45 

gag tgg atg gga gac ate ate cct att tat gat ctg gta aac tat gca 
Glu Trp Met Gly Asp He He Pro He Tyr Asp Leu Val Asn Tyr Ala 

50 55 60 

cag aaa ttc cag ggc aga gtc acg att ace gcg cac aaa tec aca acc 
Gin Lys Phe Gin Gly Arg Val Thr He Thr Ala His Lys Ser Thr Thr 

65 70 75 

aca gee tac atg gag gtg att age ctg acc tct gaa gac acg gec gtg 
Thr Ala Tyr Met Glu Val He Ser Leu Thr Ser Glu Asp Thr Ala Val 

80 85 90 

tat tac tgt gcg aga gat tec get teg gtg gtg atg gee aat gga ctg 
Tyr Tyr Cys Ala Arg Asp Ser Ala Ser Val Val Met Ala Asn Gly Leu 
95 100 105 

ggc 
Gly 
110 

M* 

yj <210> 63 
^ <211> 425 
% <212> DNA 

<213> Homo sapiens 

B m <220> 

^ <221> CDS 

IU <222> 62 . .424 



In 

55 E 



<221> sigj>eptide 
<222> 62 . .118 
<223> score 9.4 

seq FLFWAAATGVQS/QX 



205 



253 



301 



349 



397 



445 



448 



<400> 63 

agcatcacak aacaaccaca ttcctcctct aaagaagece ctgggagcac agctcatcac 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 











-15 








-10 






-5 




gtc 


cag 


tec 


cag 


gks 


sas 


ctg 


gtg 


cag 


tct ggg 


get gag 


gtg 


aag 


aag 


Val 


Gin 


Ser 


Gin 


Xaa 


Xaa 


Leu 


Val 


Gin 


Ser Gly 


Ala Glu 
10 


Val 


Lys 


Lys 


cct 


ggs 


tec 


1 

teg 


gtg 


aar 


rtc 


5 

tec 


tgc 


aag get 


tcy ggr 


ggc 


aye 


ytc 


Pro Gly 


Ser 


Ser 


Val 


Lys 


Xaa 


Ser 


Cys 


Lys Ala 


Ser Gly 


Gly 


Xaa 


Xaa 




15 










20 








25 








mgc 


rac 


sat 


ggs 


ate 


age 


tgg 


gtg 


cga 


cag gee 


cct gga 


cag 


ggc 


ctg 


Xaa 


Xaa 


Xaa 


Gly 


He 


Ser 


Trp 


Val 


Arg 


Gin Ala 


Pro Gly 


Gin 


Gly 


Leu 


30 








35 








40 








45 


gag 


tgg 


atg 


gga 


gac 


ate 


ate 


cct 


att 


tat gat 


ctg gta 


aac 


tat 


gca 


Glu 


Trp 


Met 


Gly 


Asp 


He 


He 


Pro 


He 


Tyr Asp 


Leu Val 


Asn 


Tyr 


Ala 



60 
109 



157 



205 



253 



301 



52 



lab 



ni 



50 55 60 

cag aaa ttc cag ggc aga gtc acg att acc gcg cac aaa tec aca acc 34 9 

Gin Lys Phe Gin Gly Arg Val Thr He Thr Ala His Lys Ser Thr Thr 

65 70 75 

aca gec tac atg gag gtg att age ctg acc tct gaa gac acg gec gtg 397 
Thr Ala Tyr Met Glu Val He Ser Leu Thr Ser Glu Asp Thr Ala Val 

80 85 90 

tat tac tgt gcg aga gac att aac aga g 
Tyr Tyr Cys Ala Arg Asp He Asn Arg 
95 100 



<210> 


64 


<211> 


488 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


62. .487 


<221> 


sig_peptide 


<222> 


62 . .118 


<223> 


score 9.4 




seq FLFWAAATGVQS/QX 



425 



60 
109 



<400> 64 

agcatcacak aacaaccaca ttcctcctct aaagaagece ctgggagcac agctcatcac 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tec cag gks sas ctg gtg cag tct ggg get gag gtg aag aag 157 
Val Gin Ser Gin Xaa Xaa Leu Val Gin Ser Gly Ala Glu Val Lys Lys 

15 10 
cct ggs tec teg gtg aar rtc tec tgc aag get tcy ggr ggc aye ytc 205 
Pro Gly Ser Ser Val Lys Xaa Ser Cys Lys Ala Ser Gly Gly Xaa Xaa 

15 20 25 

mgc rac sat ggs ate age tgg gtg cga cag gec cct gga cag ggc ctg 253 
Xaa Xaa Xaa Gly He Ser Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
30 35 40 45 

gag tgg atg gga gac ate ate cct att tat gat ctg gta aac tat gca 301 
Glu Trp Met Gly Asp He He Pro He Tyr Asp Leu Val Asn Tyr Ala 

50 55 60 

cag aaa ttc cag ggc aga gtc acg att acc gcg cac aaa tec aca acc 349 
Gin Lys Phe Gin Gly Arg Val Thr He Thr Ala His Lys Ser Thr Thr 

65 70 75 

aca gee tac atg gag gtg att age ctg acc tct gaa gac acg gec gtg 
Thr Ala Tyr Met Glu Val He Ser Leu Thr Ser Glu Asp Thr Ala Val 

80 85 90 

tat tac tgt gcg aga ggt caa gec ccc ggt agg gta gta gta cca ctt 44 5 

Tyr Tyr Cys Ala Arg Gly Gin Ala Pro Gly Arg Val Val Val Pro Leu 

95 100 105 

ttc etc tgg ggc cag gga acc tgg tea ccg tct cct cag cct c 
Phe Leu Trp Gly Gin Gly Thr Trp Ser Pro Ser Pro Gin Pro 



397 



488 



53 



110 115 120 

<210> 65 

<211> 370 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 62 . .370 

<221> sig_j>eptide 
<222> 62 . .118 
<223> score 9.9 

seq FLFWAAATGVQS/QV 



<400> 65 

w agcatcacat aacaaccaca ttcctcctct aaagaagccc ctgggagcac agctcatcac 
y c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
Ul -15 -10 -5 

U gtc cag tec cag gts cag ctg gtk cag tct ggg kct gar gtg aag aag 
^ Val Gin Ser Gin Val Gin Leu Val Gin Ser Gly Xaa Glu Val Lys Lys 
£ 1 5 10 

.« cct ggg tec teg gtg agg gtc tec tgc aag get tct ggr ggc aye ytc 205 
Pro Gly Ser Ser Val Arg Val Ser Cys Lys Ala Ser Gly Gly Xaa Xaa 

20 25 



60 
109 



157 



15 



253 



301 



arc aye wet gew gtc asc tgg gtg cga cag gec cct gga caa gga ctt 
Xaa Xaa Xaa Ala Val Xaa Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
30 35 40 45 

gag tgg gtg ggg agg etc ate nnt gtt ctt aat gtg gca cac tat gca 
Glu Trp Val Gly Arg Leu lie Xaa Val Leu Asn Val Ala His Tyr Ala 

50 55 60 

cag aaa tnr cag gac aga gtc acc att acg gcg gac aag tec acg anc 34 9 

Gin Lys Xaa Gin Asp Arg Val Thr lie Thr Ala Asp Lys Ser Thr Xaa 

65 70 75 

aca gec tac atg gaa ttg cgc 
Thr Ala Tyr Met Glu Leu Arg 
80 



370 



<210> 


66 


<211> 


235 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


62 . .235 


<221> 


sigjpeptide 


<222> 


62 . .118 


<223> 


score 10.2 




seq FLFWAAAXGVQS/QV 



54 



<400> 66 

agcatcacat aacaaccaca ttcctcctct aaagaagccc ctgggagcac agctcatcac 60 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get wca ggt 109 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Xaa Gly 
-15 -10 "5 

gtc cag tec cag gtg cag ctg gtg cag tct ggg get gag gtg aag aag 157 
Val Gin Ser Gin Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys 

15 10 
cct ggg tec teg gtg aar rtc tec tgc gag get act gga gtc gat gtg 205 
Pro Gly Ser Ser Val Lys Xaa Ser Cys Glu Ala Thr Gly Val Asp Val 

15 20 25 

aaa aaa tat ggt ttt agt tgg gtg aga cag 235 
Lys Lys Tyr Gly Phe Ser Trp Val Arg Gin 
30 35 



^3 r 



<210> 67 

<211> 425 

<212> DNA 

<213> Homo sapiens 



60 
109 



jM* <220> 

<221> CDS 

<222> 62 . .424 

■ 

/S <221> sig_peptide 

m <222> 62 . . 118 

<223> score 9.3 

C3 seq FLFWAAATGVQX/QX 
ft 5 

2 rr 
=* ■ 

s iS 

<400> 67 

f* agcatcacat aacaaccaga ttcctcctct aaagaagccc ctgggagcac agctcatcac 
S c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gew gck aca ggt 
W Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 

-15 -10 -5 

gtc cag tsy cag gyc cas ctg gtg cag tct rgg get gag ktg aag aag 157 
Val Gin Xaa Gin Xaa Xaa Leu Val Gin Ser Xaa Ala Glu Xaa Lys Lys 

15 10 
cct sgg tec tea gtg age gtc tec tgc aag act tct gga gac acc ttc 205 
Pro Xaa Ser Ser Val Ser Val Ser Cys Lys Thr Ser Gly Asp Thr Phe 

15 20 25 

agg agg ttt act atg agt tgg gtg cga cag gec cct gga caa gga ctt 253 
Arg Arg Phe Thr Met Ser Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
30 35 40 45 

gag tgg atg gga agg gtc ate cct ate ctt ggt tct cca acc tac gec 301 
Glu Trp Met Gly Arg Val He Pro He Leu Gly Ser Pro Thr Tyr Ala 

50 55 60 

cag aag ttc cag ggc aga gtc acc att acc gcg gac gag tec acg acc 34 9 

Gin Lys Phe Gin Gly Arg Val Thr He Thr Ala Asp Glu Ser Thr Thr 

65 70 75 

aca gtc tac atg cag ctg age age eta aca tct gaa gac acg gec gtc 
Thr Val Tyr Met Gin Leu Ser Ser Leu Thr Ser Glu Asp Thr Ala Val 



397 



55 



80 85 90 

tat tac tgt gcg aga gac att aac aga g 
Tyr Tyr Cys Ala Arg Asp He Asn Arg 
95 100 

<210> 68 

<211> 488 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 62 . .487 

<221> sig_peptide 
<222> 62 . .118 
<223> score 9.3 

seq FLFWAAATGVQX/QX 



301 



<400> 68 

agcatcacat aacaaccaga ttcctcctct aaagaagccc ctgggagcac agctcatcac 60 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gew gck aca ggt 109 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tsy cag gyc cas ctg gtg cag tct rgg get gag ktg aag aag 157 
Val Gin Xaa Gin Xaa Xaa Leu Val Gin Ser Xaa Ala Glu Xaa Lys Lys 

15 10 
cct sgg tec tea gtg age gtc tec tgc aag act tct gga gac acc ttc 205 
Pro Xaa Ser Ser Val Ser Val Ser Cys Lys Thr Ser Gly Asp Thr Phe 

15 20 25 

agg agg ttt act atg agt tgg gtg cga cag gee cct gga caa gga ctt 253 
Arg Arg Phe Thr Met Ser Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
30 35 40 45 

gag tgg atg gga agg gtc ate cct ate ctt ggt tct cca acc tac gee 
Glu Trp Met Gly Arg Val He Pro He Leu Gly Ser Pro Thr Tyr Ala 

50 55 60 

cag aag ttc cag ggc aga gtc acc att acc gcg gac gag tec acg acc 349 
Gin Lys Phe Gin Gly Arg Val Thr He Thr Ala Asp Glu Ser Thr Thr 

65 70 75 

aca gtc tac atg cag ctg age age eta aca tct gaa gac acg gec gtc 3 97 

Thr Val Tyr Met Gin Leu Ser Ser Leu Thr Ser Glu Asp Thr Ala Val 

80 85 90 

tat tac tgt gcg aga ggt caa gec ccc ggt agg gta gta gta cca ctt 445 
Tyr Tyr Cys Ala Arg Gly Gin Ala Pro Gly Arg Val Val Val Pro Leu 

95 100 105 

ttc etc tgg ggc cag gga acc tgg tea ccg tct cct cag cct c 488 
Phe Leu Trp Gly Gin Gly Thr Trp Ser Pro Ser Pro Gin Pro 
110 H5 120 

<210> 69 

<211> 344 

<212> DNA 

<213> Homo sapiens 



56 



<220> 
<221> CDS 
<222> 62 . .343 

<221> sig_peptide 
<222> 62 . .118 
<223> score 9.6 

seq FLFWAAATGVQS/QX 



<400> 69 

agcatcacat aacaaccasa ttcctcctct aaagaagccc ctgggagcac agctcatcac 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 "5 





gtc 


cag 


tec 


cag 


rts 


cag 


ctr 


str 


cag 


tct ggg 


get 


gag 


gtg 


aag 


aag 


157 




Val 


Gin 


Ser 


Gin 


Xaa 


Gin 


Leu 


Xaa 


Gin 


Ser Gly Ala 


Glu 
10 


Val 


Lys 


Lys 






cct 


ggg 


tec 


i 

teg gtg 


aag 


gtc 


5 

tec 


tgc 


gag get 


tct 


gga 


tac 


acc 


ttc 


205 


. 


Pro 


Gly 


Ser 


Ser 


Val 


Lys 


Val 


Ser 


Cys 


Glu Ala 


Ser Gly Tyr 


Thr 


Phe 








15 










20 








25 










253 


H= 


age 


aac 


tat 


get 


gtc 


age 


tgg 


ttc 


cag 


ggc aga 


gtc 


acg 


att 


acc 


gcg 




Ser 


Asn 


Tyr 


Ala 


Val 


Ser 


Trp 


Phe 


Gin 


Gly Arg 


Val 


Thr 


He 


Thr 


Ala 






30 








35 








40 










45 


301 


. 3~ 


cac 


aaa 


tec 


aca 


acc 


aca 


gec 


tac 


atg 


gag gtg 


att 


age 


ctg 


acc 


tct 




His 


Lys 


Ser 


Thr 


Thr 


Thr 


Ala 


Tyr 


Met 


Glu Val 


He 


Ser 


Leu 


Thr 


Ser 












50 










55 








60 








gaa 
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acg 


gee 


gtg 


tat 


tac 


tgt 


gcg 


aga gac 
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aac 


aga 


g 




344 




Glu 


Asp 


Thr 


Ala 


Val 


Tyr 


Tyr 


Cys 


Ala 


Arg Asp 


He 


Asn Arg 








as 






65 










70 








75 









<210> 70 

<211> 359 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 62 . .358 

<221> sig_peptide 
<222> 62 . .118 
<223> score 9.6 

seq FLFWAAATGVQS/QX 



<400> 70 

agcatcacat aacaaccasa ttcctcctct aaagaagccc ctgggagcac agctcatcac 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tec cag rts cag ctr str cag tct ggg get gag gtg aag aag 
Val Gin Ser Gin Xaa Gin Leu Xaa Gin Ser Gly Ala Glu Val Lys Lys 



57 









1 








5 






10 










cct 


ggg 


tec 


teg 


gtg 


aag 


gtc 


tec 


tgc gag get 


CCC 


gga 


tac 


ace 


UCL 


205 


Pro 


Gly 


Ser 


Ser 


Val 


Lys 


Val 


Ser 


cys vjiu Aia 


Ser 


Gly Tyr 


X ill. 


Jr lie 






15 










20 






Z D 












age 


aac 


tat 


get 


gtc 


age 


tgg 
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cag ggc aga 


gtc 


acg 


att 


ace 


gey 


253 


Ser 


Asn 


Tyr 


Aia 


val 


Ser 


irp 


file 




Val 


Thr 


He 


Thr 


Ala 




30 








35 






40 










45 




cac 


aaa 


tec 


aca 


ace 


aca 


gee 


tac 


atg gag gtg 


att 


age 


ctg 


ace 




Jul 


His 


Lys 


Ser 


Thr 


Thr 


Thr 


Ala 


Tyr 


Met Glu Val 


He 


Ser 


Leu 


Thr 


Ser 










50 








55 








60 






gaa 


gac 


acg 


gee 


gtg 


tat 


tac 


tgt 


gcg aga gag 


gcg 


egg 


gaa 


tgg 


cag 


349 


Glu 


Asp 


Thr 


Ala 


Val 


Tyr 


Tyr 


Cys 


Ala Arg Glu 


Ala 


Arg 


Glu 


Trp 


Gin 








65 










70 






75 
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Val 
80 





























<210> 


71 


3^ 

£ 3F5 


<211> 
<212> 


301 
DNA 


<213> 


Homo sapiens 


y \ 


<220> 




yj 


<221> 


CDS 




<222> 


62 . .301 




<221> 
<222> 


sigjpeptide 
62 . .118 


•?3 £ 


<223> 


score 9 . 9 

seq FLFWAAATGVQS/QV 



60 
109 



205 



<400> 71 

agcatcacat aacaaccaca ttcctcctct aaagaagece ctgggagcac agctcatcac 
c atg gac tgg ace tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tec cag gtg cag ctg gtg cag tct ggg get gag gtg aag aag 157 
Val Gin Ser Gin Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys 

15 10 
cct ggg tec teg gtg aag gtc tec tgc aag gck tct gga gnc acc ttc 
Pro Gly Ser Ser Val Lys Val Ser Cys Lys Ala Ser Gly Xaa Thr Phe 

15 20 25 

rgc amc tat set ntc age tgg gtg cga cag gee cct gga caa ggs ctt 253 
Xaa Xaa Tyr Xaa Xaa Ser Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
30 35 40 45 

sag tgg atg gga agg ate rwm cct ttg gat gga ata gtc aag tac gca 
Xaa Trp Met Gly Arg He Xaa Pro Leu Asp Gly He Val Lys Tyr Ala 
50 55 60 

<210> 72 
<211> 352 
<212> DNA 
<213> Homo sapiens 



301 



58 



cag 
Gin 

<210> 73 
<211> 440 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 62 . .439 

<221> sig_peptide 
<222> 62 . .118 
<223> score 9.3 

seq FLFWAAATGVQX/QX 



<400> 73 

agcatcacat aacaaccaga ttcctcctct aaagaagccc ctgggagcac agctcatcac 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gew gck aca ggt 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 



60 
109 



<220> 
<221> CDS 
<222> 62 . .352 

<221> sig_peptide 
<222> 62 . . 118 
<223> score 9.4 

seq FLFWAAATGVQS/QX 



<400> 72 

agcatcacat arcaaccaga ttcctcctct raagaagece ctgggagcac agctcatcac 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca gew aca ggt 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tec cag gkm cag ctg gwr cag tct ggg gey gag gtg aag aag 157 
Val Gin Ser Gin Xaa Gin Leu Xaa Gin Ser Gly Ala Glu Val Lys Lys 
15 10 
3 cct ggg tec teg gtg aag gtc tec tgc aag get tct ggr ggc mtc ytc 205 
==0 Pro Gly Ser Ser Val Lys Val Ser Cys Lys Ala Ser Gly Gly Xaa Xaa 
U1 15 20 25 

M, acg asc atg eta tea ret ggg tgc gac agg ccc ctg gac aag gac ttg 253 
I; I Thr Xaa Met Leu Ser Xaa Gly Cys Asp Arg Pro Leu Asp Lys Asp Leu 
30 35 40 45 

agt ggc tgg gag get aca tec eta ttt ttg ata cac caa att acc cac 
Ser Gly Trp Glu Ala Thr Ser Leu Phe Leu He His Gin He Thr His 

50 55 60 

egg agt tec agg aca gag teg egg ttt egg tgg aca aat cca eta aca 
Arg Ser Ser Arg Thr Glu Ser Arg Phe Arg Trp Thr Asn Pro Leu Thr 
65 70 75 



301 



349 



352 



60 
109 



59 



h& <210> 74 

i>! <211> 448 

J <212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 62 . .448 

<221> sig_peptide 
<222> 62 . . 118 
<223> score 9.3 

seq FLFWAAATGVQX/QX 



gtc cag tsy cag gyc cas ctg gtg cag tct rgg get gag ktg aag aag 157 
Val Gin Xaa Gin Xaa Xaa Leu Val Gin Ser Xaa Ala Glu Xaa Lys Lys 

15 10 
cct sgg tec tea gtg age gtc tec tgc aag act tct gga gac acc ttc 205 
Pro Xaa Ser Ser Val Ser Val Ser Cys Lys Thr Ser Gly Asp Thr Phe 

15 20 25 

agg agg ttt act atg agt tgg gtg cga cag gee cct gga caa gga ctt 253 
Arg Arg Phe Thr Met Ser Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
30 35 40 45 

gag tgg atg gga agg gtc ate cct ate ctt ggt tct cca acc tac gee 301 
Glu Trp Met Gly Arg Val He Pro He Leu Gly Ser Pro Thr Tyr Ala 

50 55 60 

cag aag ttc cag ggc aga gtc acc att acc gcg gac gag tec acg acc 349 
Gin Lys Phe Gin Gly Arg Val Thr He Thr Ala Asp Glu Ser Thr Thr 

65 70 75 

aca gtc tac atg cag ctg age age eta aca tct gaa gac acg gec gtc 3 97 

Thr Val Tyr Met Gin Leu Ser Ser Leu Thr Ser Glu Asp Thr Ala Val 

80 85 90 

tat tac tgt gcg aga gag gcg egg gaa tgg cag tgg ctg gtg t 
Tyr Tyr Cys Ala Arg Glu Ala Arg Glu Trp Gin Trp Leu Val 
95 100 105 



440 



<400> 74 

agcatcacat aacaaccaga ttcctcctct aaagaagece ctgggagcac agctcatcac 60 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gew gck aca ggt 109 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 "5 

gtc cag tsy cag gyc cas ctg gtg cag tct rgg get gag ktg aag aag 157 
Val Gin Xaa Gin Xaa Xaa Leu Val Gin Ser Xaa Ala Glu Xaa Lys Lys 

15 10 
cct sgg tec tea gtg age gtc tec tgc aag act tct gga gac acc ttc 205 
Pro Xaa Ser Ser Val Ser Val Ser Cys Lys Thr Ser Gly Asp Thr Phe 

15 20 25 

agg agg ttt act atg agt tgg gtg cga cag gee cct gga caa gga ctt 253 
Arg Arg Phe Thr Met Ser Trp Val Arg Gin Ala Pro Gly Gin Gly Leu 
30 35 40 45 

gag tgg atg gga agg gtc ate cct ate ctt ggt tct cca acc tac gec 301 
Glu Trp Met Gly Arg Val He Pro He Leu Gly Ser Pro Thr Tyr Ala 
50 55 60 



60 



cag aag ttc cag ggc aga 
Gin Lys Phe Gin Gly Arg 
65 

aca gtc tac atg cag ctg 
Thr Val Tyr Met Gin Leu 
80 

tat tac tgt gcg aga gat 
Tyr Tyr Cys Ala Arg Asp 
95 

ggc 
Gly 
110 



gtc acc att acc gcg gac 
Val Thr lie Thr Ala Asp 
70 

age age eta aca tct gaa 
Ser Ser Leu Thr Ser Glu 
85 

tec get teg gtg gtg atg 
Ser Ala Ser Val Val Met 
100 105 



gag tec acg acc 349 
Glu Ser Thr Thr 
75 

gac acg gec gtc 3 97 

Asp Thr Ala Val 

90 

gee aat gga ctg 445 
Ala Asn Gly Leu 

448 



<210> 75 

<211> 367 

<212> DNA 

<213> Homo sapiens 



« <220> 

O <221> CDS 

-J3 <222> 62. .367 



m 



60 
109 



<221> sig_peptide 
<222> 62 . .118 
<223> score 9.6 

seq FLFWAAATGVQS/QX 



<400> 75 

agcatcacat aacaaccasa ttcctcctct aaagaagece ctgggagcac agctcatcac 
c atg gac tgg acc tgg agg ttc etc ttt gtg gtg gca gca get aca ggt 
Met Asp Trp Thr Trp Arg Phe Leu Phe Val Val Ala Ala Ala Thr Gly 
-15 -10 -5 

gtc cag tec cag rts cag ctr str cag tct ggg get gag gtg aag aag 157 
Val Gin Ser Gin Xaa Gin Leu Xaa Gin Ser Gly Ala Glu Val Lys Lys 

15 10 
cct ggg tec teg gtg aag gtc tec tgc gag get tct gga tac acc ttc 205 
Pro Gly Ser Ser Val Lys Val Ser Cys Glu Ala Ser Gly Tyr Thr Phe 

15 20 25 

age aac tat get gtc age tgg ttc cag ggc aga gtc acg att acc gcg 253 
Ser Asn Tyr Ala Val Ser Trp Phe Gin Gly Arg Val Thr He Thr Ala 
30 35 40 45 

cac aaa tec aca acc aca gee tac atg gag gtg att age ctg acc tct 301 
His Lys Ser Thr Thr Thr Ala Tyr Met Glu Val He Ser Leu Thr Ser 

50 55 60 

gaa gac acg gee gtg tat tac tgt gcg aga gat tec get teg gtg gtg 349 
Glu Asp Thr Ala Val Tyr Tyr Cys Ala Arg Asp Ser Ala Ser Val Val 

65 70 75 

atg gee aat gga ctg ggc 
Met Ala Asn Gly Leu Gly 
80 



367 



<210> 76 
<211> 476 



61 



* # 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 73 . .474 

<221> sigjeptide 
<222> 73 . . 138 
<223> score 15.3 

seq LLLLLTHLPLALG/SP 



303 



<400> 76 

aggcgctgct cactcctccc catcctctcc ctctgtccct ctgtccctct gaccctgcac 60 
tgtcccagca cc atg gga ccc acc tea ggt ccc age ctg ctg etc ctg eta 111 
Met Gly Pro Thr Ser Gly Pro Ser Leu Leu Leu Leu Leu 
-20 -15 -10 

eta acc cac etc ccc ctg get ctg ggg agt ccc atg tac tct ate ate 159 
O Leu Thr His Leu Pro Leu Ala Leu Gly Ser Pro Met Tyr Ser He He 
£ -5 15 

Li acc ccc aac ate ttg egg ctg gag age gag gag acc atg gtg ctg gag 2 07 

%& Thr Pro Asn He Leu Arg Leu Glu Ser Glu Glu Thr Met Val Leu Glu 
H 10 15 20 

'% gec cac gac gcg caa ggg gat gtt cca gtc act gtt act gtc cac gac 255 
^ Ala His Asp Ala Gin Gly Asp Val Pro Val Thr Val Thr Val His Asp 
% 25 30 35 

^ ttc cca ggc aaa aaa eta gtg ctg tec agt gag aag act gtg ctg acc 
5 Phe Pro Gly Lys Lys Leu Val Leu Ser Ser Glu Lys Thr Val Leu Thr 

GJ 40 45 50 55 

TlJ cct gec acc aac cac atg ggc aac gtc acc ttc acg ate cca gec aac 351 
HJ Pro Ala Thr Asn His Met Gly Asn Val Thr Phe Thr He Pro Ala Asn 

'i 60 65 70 

H agg gag ttc aag tea gaa aag ggg enc aac aag ttc gtg acc gtg cag 3 99 

S Arg Glu Phe Lys Ser Glu Lys Gly Xaa Asn Lys Phe Val Thr Val Gin 
w 75 80 85 

gec acc ttc ggg acc caa gtg gtg gag aag gtg gtg ctg gtc age ctg 447 
Ala Thr Phe Gly Thr Gin Val Val Glu Lys Val Val Leu Val Ser Leu 

90 95 100 

cag age ggg tam etc ttc ate cag aca ga 476 
Gin Ser Gly Xaa Leu Phe He Gin Thr 
105 110 

<210> 77 

<211> 476 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 310. .474 

<221> sig_peptide 
<222> 310. .381 



62 



<223> score 5.4 

seq VYLTIFLLLSSLS/SY 



y 



<400> 77 

aaaacgtcct gtagacacct ggaccgcgag ggcgcggttc cctgcttctc taggggccca 60 
gacacggcga cggatcttga cgctttttcc tccccacaga caaaaaactt ggactttcgc 120 
cgaaagtggg acaaagatga atatgagarr ctcgccgaga agaggctcac ggaagagaga 18 0 
gaaaagaaag atggaaaacc agtgcagcct gtcaagcgag agcttttacg gcatagggac 24 0 
tacaaggtgg acttggaatc caagcttggg aagacaattg tcattaccaa gacaacccct 300 
caatctgag atg gga gga tat tac tgc aat gtc tgt ccc att gtc tat ctg 351 
Met Gly Gly Tyr Tyr Cys Asn Val Cys Pro He Val Tyr Leu 
-20 -15 
acc ate ttt etc tta ctg tec tct ttg tct age tat ctg gee tat ctg 399 
Thr He Phe Leu Leu Leu Ser Ser Leu Ser Ser Tyr Leu Ala Tyr Leu 
-10 -5 1 * 

teg ate cat ctt cgt gtc tgt ctt cag ccc cca cct gtt tgt cca tct 447 
Ser He His Leu Arg Val Cys Leu Gin Pro Pro Pro Val Cys Pro Ser 
10 15 20 

J gtc caa tta cct gtg act ctg tgc ate tt 476 
S Val Gin Leu Pro Val Thr Leu Cys He 
25 30 



in 



=3 5 



<210> 78 

<211> 390 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 151. .390 

<221> sigj>eptide 
<222> 151. .273 
<223> score 4 

seq GLPFLPLLSTTLC/PF 



<400> 78 

tttttttttt tttcgccatc ttttgtcttt ccgtggagct gtcgccatga aggtcgagct 60 
gtgcagtttt agegggtaca agatctaccc eggacaeggg aggegctacg ccaggaccga 120 
egggaaggtt ttccagtttc ttaatgcgaa atg cga gtc ggc ttt cct ttc caa 174 

Met Arg Val Gly Phe Pro Phe Gin 
-40 -35 
gag gaa tec teg gca gat aaa ctg gac tgt cct eta cag aag gaa gca 222 
Glu Glu Ser Ser Ala Asp Lys Leu Asp Cys Pro Leu Gin Lys Glu Ala 

-30 -25 -20 

cat agg gee ctg gga ctt ccc ttt etc cct etc etc tec acc acc etc 270 
His Arg Ala Leu Gly Leu Pro Phe Leu Pro Leu Leu Ser Thr Thr Leu 

-15 -10 -5 

tgc ccc ttt ggc age ccc ggt ctt tgg egg ccc cag etc age tgc acg 318 
Cys Pro Phe Gly Ser Pro Gly Leu Trp Arg Pro Gin Leu Ser Cys Thr 

15 10 15 

agg gtt ccc tgc atg etc tgg gca ctg teg get aat cag aga gta gca 3 66 



63 



Arg Val Pro Cys Met Leu Trp Ala Leu Ser Ala Asn Gin Arg Val Ala 

20 25 30 

tec ctt caa tea cag ccc ttc ccc 
Ser Leu Gin Ser Gin Pro Phe Pro 
35 

<210> 79 
<211> 1206 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 30. .1205 

<221> sigj>eptide 
<222> 30 . .77 
<223> score 10.1 

seq LWTLSLLLGAVAG/KE 



<400> 79 

ggcgtgtgga acctgaegga actgccacg atg 

Met 



ctg 


ctg 


ctg 


gga 


gca 


gta 


gca 


gga 


aaa 


Leu 


Leu 


Leu Gly Ala 


Val 


Ala 


Gly Lys 
i 


ggc 


tgc 


ttc 


agt 


gat 


gac 


tec 


cca 


tgg 


Gly 


Cys 


Phe 


Ser 


Asp 


Asp 


Ser 


Pro 


Trp 




10 










15 






etc 


cat 


ata 


ttg 


cct 


tgg 


tct 


cca 


aaa 


Leu 


His 


He 


Leu 


Pro 


Trp 


Ser 


Pro 


Lys 


25 










30 








eta 


tat 


act 


aat 


gag 


aac 


cca 


aac 


aac 


Leu 


Tyr 


Thr 


Asn 


Glu 
45 


Asn 


Pro 


Asn 


Asn 


tea 


tea 


age 


ate 


agt 


ggc 


tec 


aat 


ttc 


Ser 


Ser 


Ser 


He 


Ser 


Gly 


Ser 


Asn 


Phe 








60 










65 


ttt 


att 


att 


cga 


ttc 


ata 


gac 


aag 


gga 


Phe 


He 


He 


Arg 


Phe 


He 


Asp 


Lys 


Gly 






75 










80 




gtg 


tgc 


aag 


aat 


ctg 


ttc 


aag 


gtg 


gaa 


Val 


Cys 


Lys 


Asn 


Leu 


Phe 


Lys 


Val 


Glu 




90 










95 






gac 


tgg 


aaa 


ggt 


ggc 


tec 


cga 


act 


gga 


Asp 


Trp 


Lys 


Gly Gly 


Ser 


Arg 


Thr Gly 


105 










110 








ate 


agg 


ate 


gtg 


gga 


gca 


gaa 


gtg 


gca 


He 


Arg 


He 


Val 


Gly 


Ala 


Glu 


Val 


Ala 










125 










teg 


gcg 


ttc 


ggt 


tac 


tea 


cct 


tec 


a ay 


Ser 


Ala 


Phe 


Gly Tyr 


Ser 


Pro 


Ser 


Asn 



ctg cca ctt tgg act ctt tea 53 
Leu Pro Leu Trp Thr Leu Ser 
-15 -10 
gaa gtt tgc tac gaa aga etc 101 
Glu Val Cys Tyr Glu Arg Leu 
5 

tea gga att acg gaa aga ccc 14 9 

Ser Gly He Thr Glu Arg Pro 
20 

gat gtc aac acc cgc ttc etc 197 
Asp Val Asn Thr Arg Phe Leu 

35 40 
ttt caa gaa gtt gec gca gat 245 
Phe Gin Glu Val Ala Ala Asp 
50 55 
aaa aca aat aga aaa act cgc 2 93 

Lys Thr Asn Arg Lys Thr Arg 
70 

gaa gaa aac tgg ctg gee aat 341 
Glu Glu Asn Trp Leu Ala Asn 
85 

agt gtg aac tgt ate tgt gtg 389 
Ser Val Asn Cys He Cys Val 
100 

tac aca caa gee teg cag aac 437 
Tyr Thr Gin Ala Ser Gin Asn 
115 120 
tat ttt gtt gaa ttt ctt cag 485 
Tyr Phe Val Glu Phe Leu Gin 
130 135 
gtg cat gtc att ggc cac age 533 
Val His Val He Gly His Ser 



64 



821 



869 



140 145 150 

ctg ggt gcc cac get get ggg gag get gga agg aga ace aat ggg ace 581 
Leu Gly Ala His Ala Ala Gly Glu Ala Gly Arg Arg Thr Asn Gly Thr 

155 160 165 

att gga cgc ate aca ggg ttg gac cca gca gaa cct tgc ttt cag ggc 62 9 

He Gly Arg He Thr Gly Leu Asp Pro Ala Glu Pro Cys Phe Gin Gly 

170 175 180 

aca cct gaa tta gtc cga ttg gac ccc age gat gcc aaa ttt gtg gat 677 
Thr Pro Glu Leu Val Arg Leu Asp Pro Ser Asp Ala Lys Phe Val Asp 
185 190 195 200 

gta att cac acg gat ggt gcc ccc ata gtc ccc aat ttg ggg ttt gga 725 
Val He His Thr Asp Gly Ala Pro He Val Pro Asn Leu Gly Phe Gly 

205 210 215 

atg age caa gtc gtg ggc cac eta gat ttc ttt cca aat gga gga gtg 773 
Met Ser Gin Val Val Gly His Leu Asp Phe Phe Pro Asn Gly Gly Val 

220 225 230 

gaa atg cct gga tgt aaa aag aac att etc tct cag att gtg gac ata 
Glu Met Pro Gly Cys Lys Lys Asn He Leu Ser Gin He Val Asp He 

235 240 245 

gac gga ate tgg gaa ggg act cga gac ttt gcg gcc tgt aat cac tta 
Asp Gly He Trp Glu Gly Thr Arg Asp Phe Ala Ala Cys Asn His Leu 
IPs 250 255 260 

M. aga age tac aaa tat tac act gat age ate gtc aac cct gat ggc ttt 917 
Arg Ser Tyr Lys Tyr Tyr Thr Asp Ser He Val Asn Pro Asp Gly Phe 
265 270 275 280 

get gga ttc ccc tgt gcc tct tac aac gtc ttc act gca aac aag tgt 
Ala Gly Phe Pro Cys Ala Ser Tyr Asn Val Phe Thr Ala Asn Lys Cys 

285 290 295 

ttc cct tgt cca agt gga ggc tgc mca cag atg ggt cac tat get gat 1013 
Phe Pro Cys Pro Ser Gly Gly Cys Xaa Gin Met Gly His Tyr Ala Asp 

300 305 310 

aga tat cct ggg aaa aca aat gat gtg ggc cag aaa ttt tat eta gac 1061 
Arg Tyr Pro Gly Lys Thr Asn Asp Val Gly Gin Lys Phe Tyr Leu Asp 

315 320 325 

act ggt gat gcc agt aat ttt gca cgt tgg agg tat aag gta tct gtc 1109 
Thr Gly Asp Ala Ser Asn Phe Ala Arg Trp Arg Tyr Lys Val Ser Val 

330 335 340 

aca ctg tct gga aaa aag gtt aca gga cac ata eta gtt tct ttg ttc 1157 
Thr Leu Ser Gly Lys Lys Val Thr Gly His He Leu Val Ser Leu Phe 
345 350 355 360 

gga aat aaa gga aac tct aag cag tat gaa att ttc aag ggc aat kga t 
Gly Asn Lys Gly Asn Ser Lys Gin Tyr Glu He Phe Lys Gly Asn Xaa 
365 370 375 



965 



1206 



<210> 80 

<211> 570 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 37 . .570 

<221> sig_j?eptide 



65 



<222> 37. .90 
<223> score 11.4 

seq WTLGLLLLATVRG/KE 



y i 



S3 X 



102 



150 



198 



294 



390 



<400> 80 

aacctgctgg gctgtgagtg gaagctctgg tgcagc atg atg ctg ccc cct tgg 54 

Met Met Leu Pro Pro Trp 
-15 

acc etc ggc ctt etc ctg ctg gee aca gtc aga gga aaa gag gtc tgc 
Thr Leu Gly Leu Leu Leu Leu Ala Thr Val Arg Gly Lys Glu Val Cys 

-10 -5 1 

tac gga caa ctt ggc tgc ttt tct gat gaa aaa cca tgg gca gga acc 
Tyr Gly Gin Leu Gly Cys Phe Ser Asp Glu Lys Pro Trp Ala Gly Thr 
5 10 15 20 

ctt cag cga cct gta aaa tta ctt ccc tgg tec ccc gag gac att gac 
Leu Gin Arg Pro Val Lys Leu Leu Pro Trp Ser Pro Glu Asp He Asp 

25 30 35 

acc cgc ttt ctt ctg tac aca aat gaa aat cca aac aac ttc caa eta 246 
Thr Arg Phe Leu Leu Tyr Thr Asn Glu Asn Pro Asn Asn Phe Gin Leu 

40 45 50 

ate act ggc acg gaa cca gac acc att gag get tea aac ttc caa ctg 
He Thr Gly Thr Glu Pro Asp Thr He Glu Ala Ser Asn Phe Gin Leu 

55 60 65 

gac cgc aag aca cgc ttc ate ate cat ggc ttc tta gac aag gcg gag 342 
Asp Arg Lys Thr Arg Phe He He His Gly Phe Leu Asp Lys Ala Glu 

70 75 80 

gac age tgg cca teg gac atg tgc aag aaa atg ttt gaa gtg gag aag 
Asp Ser Trp Pro Ser Asp Met Cys Lys Lys Met Phe Glu Val Glu Lys 
85 90 95 100 

gtg aac tgc ate tgt gtg gac tgg agg cac ggg tec sgg gca atg tac 438 
Val Asn Cys He Cys Val Asp Trp Arg His Gly Ser Xaa Ala Met Tyr 

105 HO H5 

acc caa gee gtg caa aac att egg gtt gtt ggg gcg gag aca get ttc 
Thr Gin Ala Val Gin Asn He Arg Val Val Gly Ala Glu Thr Ala Phe 

120 125 130 

tta ata caa gca ctg teg acg cag ctg ggg tac age ctt gag grc gtg 534 
Leu He Gin Ala Leu Ser Thr Gin Leu Gly Tyr Ser Leu Glu Xaa Val 

135 140 145 

cat gtc ate ggc cac age ctg ggc gcg cac acg gnc 
His Val He Gly His Ser Leu Gly Ala His Thr Xaa 
150 155 160 

<210> 81 

<211> 400 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 37. .399 

<221> sigjpeptide 
<222> 37 . .90 



486 



570 



66 



# 



<223> score 11.4 

seq WTLGLLLLATVRG/KE 



<400> 81 

aacctgctgg gctgtgagtg gaagctctgg tgcagc atg atg ctg ccc cct tgg 54 

Met Met Leu Pro Pro Trp 
-15 

acc etc ggc ctt etc ctg ctg gec aca gtc aga gga aaa gag gtc tgc 
Thr Leu Gly Leu Leu Leu Leu Ala Thr Val Arg Gly Lys Glu Val Cys 

-10 -5 1 

tac gga caa ctt ggc tgc ttt tct gat gaa aaa cca tgg gca gga acc 
Tyr Gly Gin Leu Gly Cys Phe Ser Asp Glu Lys Pro Trp Ala Gly Thr 
5 10 15 20 

ctt cag cga cct gta aaa tta ctt ccc tgg tec ccc gag gac att gac 
Leu Gin Arg Pro Val Lys Leu Leu Pro Trp Ser Pro Glu Asp He Asp 

25 30 35 

acc cgc ttt ctt ctg tac aca aat gaa aat cca aac aac ttc cag gat 

^_ Thr Arg Phe Leu Leu Tyr Thr Asn Glu Asn Pro Asn Asn Phe Gin Asp 

O 40 45 50 

gaa cct gag gag gtt egg ttg gat cca tct gac gee gtg ttt gtg gat 294 

iJI Glu Pro Glu Glu Val Arg Leu Asp Pro Ser Asp Ala Val Phe Val Asp 

M= 55 60 65 

Li gtg att cac aca gat tct tct ccc ata gtt cct tec eta ggt ttc gga 342 
Val He His Thr Asp Ser Ser Pro He Val Pro Ser Leu Gly Phe Gly 

70 75 80 

atg age caa aag gtg ggc cat ctg gat ttc ttt cca aat gga gga aag 
Met Ser Gin Lys Val Gly His Leu Asp Phe Phe Pro Asn Gly Gly Lys 
85 90 95 100 

gaa atg ccc g 
Glu Met Pro 











<210> 


82 




<211> 


612 




<212> 


DNA 




<213> 


Homo sapiens 




<220> 






<221> 


CDS 




<222> 


277. .612 




<221> 


sig_j?eptide 




<222> 


277 . .354 




<223> 


score 4 . 8 



102 



150 



198 



246 



390 



400 



seq LIVLLGQFVSIKA/QE 



<400> 82 

agaccgttgc ttggcagaca ctggatggtt atgagcctgm acaagctgaa aaggggcagg 60 

maaagaagtg gaggcagcat tcttcctatt taaagctgea tegcttgaaa aaagttttcg 12 0 

cagactgtgc tggagctggt gctgaaaaag ggggtttgca gaggctgccc tggggctggt 180 

gctgaaagaa gagcccacag ctgacttcat ggtgctacaa taacctcaga atctactttt 240 

cactctcagg agaacccaca tgtctaatat ttagac atg atg gca aac tgg gcg 2 94 

Met Met Ala Asn Trp Ala 



67 



l 4J 



Hi 



-25 

gaa gca aga cct etc etc att ctt att gtt tta tta ggg caa ttt gtc 342 

Glu Ala Arg Pro Leu Leu He Leu He Val Leu Leu Gly Gin Phe Val 

-20 -15 -10 -5 

tea ata aaa gec cag gaa gaa gac gag gat gaa gga tat ggt gaa gaa 390 

Ser He Lys Ala Gin Glu Glu Asp Glu Asp Glu Gly Tyr Gly Glu Glu 

15 10 
ata gec tgc act cag aat ggc cag atg tac tta aac agg gac att tgg 43 8 

He Ala Cys Thr Gin Asn Gly Gin Met Tyr Leu Asn Arg Asp He Trp 

15 20 25 

aaa cct gec cct tgt cag ate tgt gtc tgt gac aat gga gee att etc 486 
Lys Pro Ala Pro Cys Gin He Cys Val Cys Asp Asn Gly Ala He Leu 

30 35 40 

tgt gay aag ata gaa tgc cag gat gtg ctg gac tgt gee gac cct gta 534 
Cys Asp Lys He Glu Cys Gin Asp Val Leu Asp Cys Ala Asp Pro Val 
45 50 55 60 

acg ccc cct ggg gaa tgc tgt cct gtc tgt tea caa aca cct gga ggt 582 
Thr Pro Pro Gly Glu Cys Cys Pro Val Cys Ser Gin Thr Pro Gly Gly 

65 70 75 

ggc aat aca aat ttt ggt aga gga aga aag 612 
Gly Asn Thr Asn Phe Gly Arg Gly Arg Lys 
80 85 

<210> 83 
<211> 612 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 340. .612 

<221> sig_peptide 
<222> 340 . .396 
<223> score 7.2 

seq LIWTLFFLGTAV&/LQ 



<400> 83 

actatttgtg 

ctcgctccca 

cgagtgtgct 

ctgccgctgg 

ccctaggtct 

taccgcggca 



gccggcgtgg 
tcccagtncc 
gaggctggga 
caggaaacaa 
gtcgctcagc 
agaacatccc 



tggaaggaca 
atcaaaacga 
ctgtcactca 
ttctgcaaaa 
cgccgtccac 
tcccagccag 



gat etc ate tgg act ttg ttt ttc 
Asp Leu He Trp Thr Leu Phe Phe 
-10 

gtg gat att gtt ccc age cag ggg 
Val Asp He Val Pro Ser Gin Gly 

5 10 
ttc ttc tta tgc caa gtg gca gga 



cagtgmggtt ctcacccccg ccccccgctc 
acccgggcca gegcaaggat ctccgagttg 
ttctccgatc agcgcgtgaa cgcagctcgg 
ataatcatac tcagcctggc aattgtctgc 
actcgctgca gggggggggg gcacagaatt 
cagattaca atg ctg caa act aag 
Met Leu Gin Thr Lys 
-15 

ctg gga act gca gtt tct ctg cag 
Leu Gly Thr Ala Val Ser Leu Gin 

-5 1 
gag ate age gtt gga gag tec aaa 
Glu He Ser Val Gly Glu Ser Lys 
15 

gat gec aaa gat aaa gac ate tec 



60 
120 
180 
240 
300 
354 



402 



450 



498 



68 



+ 0 



. Ft 



ru 



Phe Phe Leu Cys Gin Val Ala Gly Asp Ala Lys Asp Lys Asp He Ser 

20 25 30 

tgg ttc tec ccc aat gga gaa aag etc acc cca aac cag cag egg ate 546 
Trp Phe Ser Pro Asn Gly Glu Lys Leu Thr Pro Asn Gin Gin Arg He 
35 40 45 50 

tea gtg gtg tgg aat gat gat tec tec tec acc etc acc ate tat aac 
Ser Val Val Trp Asn Asp Asp Ser Ser Ser Thr Leu Thr He Tyr Asn 
55 60 65 



gee aac ate gac gac gee 
Ala Asn He Asp Asp Ala 
70 

<210> 84 

<211> 478 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 57. .476 

<221> sig_peptide 
<222> 57. .101 
<223> score 4 . 9 

seq ELVALLLLTLAYL/FW 



<400> 84 

acacacagct cttctactcc acygctgtct atettgectg ccggcaccca gccacc atg 

Met 
-15 

tgg gag etc gtg get etc ttg ctg ctt acc eta get tat ttg ttt tgg 
£ Trp Glu Leu Val Ala Leu Leu Leu Leu Thr Leu Ala Tyr Leu Phe Trp 
% -10 -5 1 

S ccc aag aga agg tgc cct ggt gee aag tac ccc aag age etc ctg tec 
W Pro Lys Arg Arg Cys Pro Gly Ala Lys Tyr Pro Lys Ser Leu Leu Ser 
5 10 15 

ctg ccc ctg gtg ggc age ctg cca ttc etc ccc aga cay ggc cat atg 
Leu Pro Leu Val Gly Ser Leu Pro Phe Leu Pro Arg His Gly His Met 

20 25 30 

cat aac aac ttc ttc aag ctg cag aaa aaa tat ggc ccc ate tat teg 
His Asn Asn Phe Phe Lys Leu Gin Lys Lys Tyr Gly Pro He Tyr Ser 
35 40 45 50 

gtt cgt atg ggc acc aag act aca gtg att gtc ggc cac cac cag ctg 
Val Arg Met Gly Thr Lys Thr Thr Val He Val Gly His His Gin Leu 

55 60 65 

gee aag gag gtg ctt att aag aag ggc aag gac ttc tct ggg egg cct 
Ala Lys Glu Val Leu He Lys Lys Gly Lys Asp Phe Ser Gly Arg Pro 

70 75 80 

caa atg gca act eta gac ate gcg tec aac aac cgt aag ggt ate gee 
Gin Met Ala Thr Leu Asp He Ala Ser Asn Asn Arg Lys Gly He Ala 

85 90 95 

ttc get gac tct ggc gca nac tgg cag ctg cat cga agg ctg gcg atg 
Phe Ala Asp Ser Gly Ala Xaa Trp Gin Leu His Arg Arg Leu Ala Met 



594 



612 



59 



107 



155 



203 



251 



299 



347 



395 



443 



69 



100 

gcc acc ttt 
Ala Thr Phe 
115 



gcc tgt tea 
Ala Cys Ser 
120 



105 

agg atg gcg 
Arg Met Ala 



110 
ate aga ag 
lie Arg 
125 



<210> 85 

<211> 395 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 96 . .395 



- fs 



<221> sig_peptide 
<222> 96. .143 
<223> score 8.5 

seq AVLFSGALLGLLA/AQ 



209 



<400> 85 

atttttnttc ctcctttcca agagagggct gagggagcag ggttgagcaa ctggtgcaga 60 
cagcctagct ggactttggg tgaggcggtt cagee atg agg ctg get gtg ctt 113 

Met Arg Leu Ala Val Leu 
-15 

ttc teg ggg gcc ctg ctg ggg eta ctg gca gcc cag ggg aca ggg aat 161 
Phe Ser Gly Ala Leu Leu Gly Leu Leu Ala Ala Gin Gly Thr Gly Asn 
^ -10 -5 15 

^ gac tgt cct cac aaa aaa tea get act ttg ctg cca tec ttc acg gtg 
Q Asp Cys Pro His Lys Lys Ser Ala Thr Leu Leu Pro Ser Phe Thr Val 
ft} 10 15 20 

fil aca ccc acg gtt aca gag age act gga aca acc age cac agg act acc 257 
£ Thr Pro Thr Val Thr Glu Ser Thr Gly Thr Thr Ser His Arg Thr Thr 
H 25 30 35 

5. aag age cac aaa acc acc act cac agg aca acc acc aca ggc acc acc 
M Lys Ser His Lys Thr Thr Thr His Arg Thr Thr Thr Thr Gly Thr Thr 
40 45 50 

age cac gga ccc acg act gcc act cac aac ccc acc acc acc age cat 353 
Ser His Gly Pro Thr Thr Ala Thr His Asn Pro Thr Thr Thr Ser His 
55 60 65 70 

gga aac gtc aca gtt cat cca aca age aat age act gcc acc 
Gly Asn Val Thr Val His Pro Thr Ser Asn Ser Thr Ala Thr 
75 80 



305 



395 



<210> 86 

<211> 459 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 54 . .458 



<221> sig_peptide 



70 



< 0 



s ; i 



<222> 54 . . 104 
<223> score 13 

seq VLCAVCLLPGSLA/LP 



<400> 86 

aaaaacacca aatcaaccat aggtccaaga acaattgtct ctggacggca get atg 

Met 

cga etc acc gtg ctg tgt get gtg tgc ctg ctg cct ggc age ctg gee 
Arg Leu Thr Val Leu Cys Ala Val Cys Leu Leu Pro Gly Ser Leu Ala 

-15 -10 "5 

ctg ccg ctg cct cag gag gcg gga ggc atg agt gag eta cag tgg gaa 
Leu Pro Leu Pro Gin Glu Ala Gly Gly Met Ser Glu Leu Gin Trp Glu 
! 5 10 15 

cag get cag gac tat etc aag aga ttt tat etc tat gac tea gaa aca 
Gin Ala Gin Asp Tyr Leu Lys Arg Phe Tyr Leu Tyr Asp Ser Glu Thr 

20 25 30 

aaa aat gee aac agt tta gaa gee aaa etc aag gag atg caa aaa ttc 
Lys Asn Ala Asn Ser Leu Glu Ala Lys Leu Lys Glu Met Gin Lys Phe 

35 40 45 

ttt ggc eta cct ata act gga atg tta aac tec ere gtc ata gaa ata 
Phe Gly Leu Pro He Thr Gly Met Leu Asn Ser Xaa Val He Glu He 



56 
104 

152 

200 

248 

296 



r- 50 55 60 

[y atg cag aag ccc aga tgt gga gtg cca gat gtt gca gaa tac tea eta 344 

Met Gin Lys Pro Arg Cys Gly Val Pro Asp Val Ala Glu Tyr Ser Leu 
~% 65 70 75 80 

ttt cca aat age cca aaa tgg act tec aaa gtg gtc acc tac agg ate 392 
* Phe Pro Asn Ser Pro Lys Trp Thr Ser Lys Val Val Thr Tyr Arg He 

85 90 95 

3 gta tea tat act cga gac tta ccg cat att aca gtg gat cga tta gtg 440 
U Val Ser Tyr Thr Arg Asp Leu Pro His He Thr Val Asp Arg Leu Val 
100 105 HO 

tea aag get tta aac atg t 459 
Ser Lys Ala Leu Asn Met 
115 

<210> 87 
<211> 452 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 89. .451 

<221> sig_peptide 
<222> 89. .193 
<223> score 4.1 

seq ILSKMMLMSTATA/FY 

<400> 87 

agtccctgca ttgegegega cccggcggcg ggacaggctt gctgcttcct cctcctcggc 60 
ctcaccattc cagaccaaaa ttgaaaaa atg gtt gac etc acc cag gta atg 112 



71 



m 



Met Val Asp Leu Thr Gin Val Met 
-35 -30 
gat gat gaa gta ttc atg get ttt gca tec tat gca aca att att ctt 
Asp Asp Glu Val Phe Met Ala Phe Ala Ser Tyr Ala Thr He He Leu 

-25 -20 -15 

tea aaa atg atg ctt atg agt act gca act gca ttc tat aga ttg aca 
Ser Lys Met Met Leu Met Ser Thr Ala Thr Ala Phe Tyr Arg Leu Thr 

-10 -5 1 5 

aga aag gtt ttt gee aat cca gaa gac tgt gta gca ttt ggc aaa gga 
Arg Lys Val Phe Ala Asn Pro Glu Asp Cys Val Ala Phe Gly Lys Gly 

10 15 20 

gaa aat gec aag aag tat ctt cga aca gat gac aga gta gaa cgt gta 
Glu Asn Ala Lys Lys Tyr Leu Arg Thr Asp Asp Arg Val Glu Arg Val 

25 30 35 

cgc aga gee cac ctg aat gac ctt gaa aat att att cca ttt ctt gga 
Arg Arg Ala His Leu Asn Asp Leu Glu Asn He He Pro Phe Leu Gly 

40 45 50 

att ggc etc ctg tat tec ttg agt ggt ccc gac ccc tct aca gee ate 
He Gly Leu Leu Tyr Ser Leu Ser Gly Pro Asp Pro Ser Thr Ala He 

55 60 65 

ctg cac ttc aga eta ttt gtc gga gca egg ate tac cac ace att gca 
Leu His Phe Arg Leu Phe Val Gly Ala Arg He Tyr His Thr He Ala 
70 75 80 85 

tat t 
Tyr 

<210> 88 

<211> 276 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 110. .274 

<221> sig_peptide 
<222> 110. .184 
<223> score 6.3 

seq AFSLSVMAALTFG/CF 



160 



208 



256 



304 



352 



400 



448 



452 



<400> 88 

tcccggaacg cgcgcaccgc agaeggegeg gategcaggg agccggtccg ccgccggaac 60 
gggagcctgg gtgtgcgtgt ggagtccgga ctcgtgggag aegatcgeg atg aac acg 118 

Met Asn Thr 
-25 

gtg ctg teg egg gcg aac tea ctg ttc gee ttc teg ctg age gtg atg 166 
Val Leu Ser Arg Ala Asn Ser Leu Phe Ala Phe Ser Leu Ser Val Met 

-20 -15 -10 

gcg gcg etc acc ttc ggc tgc ttc ate acc ace gee ttc aaa gac agg 214 
Ala Ala Leu Thr Phe Gly Cys Phe He Thr Thr Ala Phe Lys Asp Arg 

- 5 15 10 
age gtc ccg gtg egg ctg cac gtc teg cgr ate atg eta aaa aat gta 262 
Ser Val Pro Val Arg Leu His Val Ser Arg He Met Leu Lys Asn Val 



72 



15 

gaa gat ttc act gg 
Glu Asp Phe Thr 
30 



20 



25 



276 



<210> 89 
<211> 633 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 394 . .633 



60 
120 



360 
414 



<221> sig_j>eptide 
<222> 394 . .441 
<223> score 11.5 

seq TIILLLLAQVSWA/GP 

<400> 89 

Ul aaaaatttca aatcaagttg ctccactata ctgcataagc agtttagaat cttaagcaga 
H tgcaaaaaga ataaagcaaa tgggaggaaa aaaaaggccg ataaagtttc tggctacaat 
yj acaagagaca atcattacca tatgatctaa tgtgggtgtc agccggattg tgttcattga 180 
■J% gggaaacctt attttttaac tgtgctatgg agtagaagca ggaggttttc aacctagtca 240 
jp, cagagcagca cctaccccct cctcctttcc acacctgcaa actcttttac ttgggctgaa 300 
% tatttagtgt aattacatct cagctttgag ggctcctgtg gcaaattccc ggattaaaag 
^ gttccctggt tgtgaaaata catgagataa ate atg aag gec act ate ate etc 
s Met Lys Ala Thr He He Leu 

O -15 -10 

0J ctt ctg ctt gca caa gtt tec tgg get gga ccg ttt caa cag aga ggc 462 
fU Leu Leu Leu Ala Gin Val Ser Trp Ala Gly Pro Phe Gin Gin Arg Gly 
r _ 5 1 5 

Q tta ttt gac ttt atg eta gaa gat gag get tct ggg ata ggc cca gaa 
n Leu Phe Asp Phe Met Leu Glu Asp Glu Ala Ser Gly He Gly Pro Glu 
^ 10 15 20 

gtt cct gat gac cgc gac ttc gag ccc tec eta ggc cca gtg tgc ccc 
Val Pro Asp Asp Arg Asp Phe Glu Pro Ser Leu Gly Pro Val Cys Pro 

25 30 35 

ttc cgc tgt caa tgc cat ctt cga gtg gtc cag tgt tct gat ttg ggt 
Phe Arg Cys Gin Cys His Leu Arg Val Val Gin Cys Ser Asp Leu Gly 
40 45 50 55 

ctg gac aaa gtg cca aag gat ctt ccc 
Leu Asp Lys Val Pro Lys Asp Leu Pro 
60 



510 



558 



606 



633 



<210> 90 

<211> 526 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 257. .526 



73 



<221> sig_pepticie 
<222> 257 . . 304 
<223> score 11.5 

seq TIILLLLAQVSWA/GP 



<400> 90 

aaggaataat aagacacgcc ctgaaggagt acatcgtcta gtgagggaca gaccaagcac 60 
gcaaaacaaa ttgcaatata atgtgataag ttctttaaaa gaggtaagag caacgtgctt 120 
tgggagcaga gaagagggag aaagcagcat cttgcctgga tgagccaggg gacacagaag 180 
agaagcccac tatctcattt aatctttaca actctcttgc aaggttccct ggttgtgaaa 
atacatgaga taaatc atg aag gcc act ate ate etc ctt ctg ctt gca caa 
Met Lys Ala Thr lie lie Leu Leu Leu Leu Ala Gin 
-15 -10 -5 

gtt tec tgg get gga ccg ttt caa cag aga ggc tta ttt gac ttt atg 
Val Ser Trp Ala Gly Pro Phe Gin Gin Arg Gly Leu Phe Asp Phe Met 

15 10 
eta gaa gat gag get tct ggg ata ggc cca gaa gtt cct gat gac cgc 
Leu Glu Asp Glu Ala Ser Gly He Gly Pro Glu Val Pro Asp Asp Arg 
15 20 25 

Ul gac ttc gag ccc tec eta ggc cca gtg tgc ccc ttc cgc tgt caa tgc 436 
M* Asp Phe Glu Pro Ser Leu Gly Pro Val Cys Pro Phe Arg Cys Gin Cys 
yj 30 35 40 

S cat ctt cga gtg gtc cag tgt tct gat ttg ggt ctg gac aaa gtg cca 
2 His Leu Arg Val Val Gin Cys Ser Asp Leu Gly Leu Asp Lys Val Pro 
~ 45 50 55 60 

aag gat ctt ccc cct gac aca act ctg eta gac ctg caa aac 
%. Lys Asp Leu Pro Pro Asp Thr Thr Leu Leu Asp Leu Gin Asn 

65 70 





<210> 


91 




<211> 


685 




<212> 


DNA 




<213> 


Homo sapiens 




<220> 






<221> 


CDS 




<222> 


69. .683 




<221> 


sig_jpeptide 




<222> 


69. .143 




<223> 


score 10.1 






seq LLYVLLLAFCACA/VG 



240 
292 



340 



388 



484 



526 



<400> 91 

tagagagece cggagccgcg gegggagagg aacgcgcasc agccttggga agcccaggcc 
cggcagcc atg gcg gtg gaa gga gga atg aaa tgt gtg aag ttc ttg etc 
Met Ala Val Glu Gly Gly Met Lys Cys Val Lys Phe Leu Leu 
-25 -20 -15 

tac gtc etc ctg ctg gcc ttt tgc gcc tgt gca gtg gga ctg att gcc 
Tyr Val Leu Leu Leu Ala Phe Cys Ala Cys Ala Val Gly Leu He Ala 
-10 -5 15 



74 



<210> 92 

<211> 343 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 69. .341 

<221> sig_peptide 
<222> 69. . 143 
<223> score 10.1 

seq LLYVLLLAFCACA/VG 



302 



350 



398 



gtg ggt gtc ggg gca cag ctt gtc ctg agt cag acc ata ate cag ggg 206 
Val Gly Val Gly Ala Gin Leu Val Leu Ser Gin Thr He He Gin Gly 

10 15 20 

get acc cct ggc tct ctg ttg cca gtg gtc ate ate gca gtg ggt gtc 254 
Ala Thr Pro Gly Ser Leu Leu Pro Val Val He He Ala Val Gly Val 

25 30 35 

ttc etc ttc ctg gtg get ttt gtg ggc tgc tgc ggg gee tgc aag gag 
Phe Leu Phe Leu Val Ala Phe Val Gly Cys Cys Gly Ala Cys Lys Glu 

40 45 50 

aac tat tgt ctt atg ate acg ttt gee ate ttt ctg tct ctt ate atg 
Asn Tyr Cys Leu Met He Thr Phe Ala He Phe Leu Ser Leu He Met 

55 60 65 

ttg gtg gag gtg gee gca gee att get ggc tat gtg ttt aga gat aag 
Leu Val Glu Val Ala Ala Ala He Ala Gly Tyr Val Phe Arg Asp Lys 
70 75 80 85 

gtg atg tea gag ttt aat aac aac ttc egg cag cag atg gag aat tac 44 6 

Val Met Ser Glu Phe Asn Asn Asn Phe Arg Gin Gin Met Glu Asn Tyr 

90 95 100 

ccg aaa aac aac cac act get teg ate ctg gac agg atg cag gca gat 494 
9 Pro Lys Asn Asn His Thr Ala Ser He Leu Asp Arg Met Gin Ala Asp 
105 HO 115 

ttt aag tgc tgt ggg get get aac tac aca gat tgg gag aaa ate cct 542 
U Phe Lys Cys Cys Gly Ala Ala Asn Tyr Thr Asp Trp Glu Lys He Pro 
h! 120 125 130 

% tec atg teg aag aac cga gtc ccc gac tec tgc tgc att aat gtt act 
% Ser Met Ser Lys Asn Arg Val Pro Asp Ser Cys Cys He Asn Val Thr 
% 135 140 145 

^ gtg ggc tgt ggg att aat ttc aac gag aag gcg ate cat aag gag ggc 
5 Val Gly Cys Gly He Asn Phe Asn Glu Lys Ala He His Lys Glu Gly 
O 150 155 160 165 

fU tgt gtg gag aag att ggg ggc tgg ctg agg aaa aat gtg ctg gtg gt 685 
fy Cys Val Glu Lys He Gly Gly Trp Leu Arg Lys Asn Val Leu Val 

170 175 180 



590 



638 



<400> 92 

tagagagece cggagccgcg gegggagagg 
cggcagcc atg gcg gtg gaa gga gga 
Met Ala Val Glu Gly Gly 
-25 -20 



aacgcgcacc agccttggga agcccaggcc 
atg aaa tgt gtg aag ttc ttg etc 
Met Lys Cys Val Lys Phe Leu Leu 
-15 



75 



158 



ru 



206 



302 



343 



tac gtc etc ctg ctg gec ttt tgc gec tgt gca gtg gga ctg att gec 
Tyr Val Leu Leu Leu Ala Phe Cys Ala Cys Ala Val Gly Leu He Ala 

-10 -5 1 5 

gtg ggt gtc ggg gca cag ctt gtc ctg agt cag acc ata ate cag ggg 
Val Gly Val Gly Ala Gin Leu Val Leu Ser Gin Thr He He Gin Gly 

10 15 20 

get acc cct ggc tct ctg ttg cca gtg gtc ate ate gca gtg ggt gtc 254 
Ala Thr Pro Gly Ser Leu Leu Pro Val Val He He Ala Val Gly Val 

25 30 35 

ttc etc ttc ctg gtg get ttt gtg ggc tgc tgc ggg ccc ttt cag act 
Phe Leu Phe Leu Val Ala Phe Val Gly Cys Cys Gly Pro Phe Gin Thr 

40 45 50 

gee aaa tea tta act tea ate ctt act etc tgc caa get tc 
Ala Lys Ser Leu Thr Ser He Leu Thr Leu Cys Gin Ala 

55 60 65 

<210> 93 
<211> 492 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 317 . .490 

<221> sig_peptide 
<222> 317 . .412 
<223> score 4 . 7 

seq RVLXLCNSRVSFT/RX 



<400> 93 

taaggatatt acaaaacatt ttataaacac gtgggtctct tatgaagtac aatccaaagt 60 
ttgcatacaa tttaaaacaa aagcaagaaa tgtcacgett tgggaacact gtttktctca 120 
cactaaaatg ttctatctga agcaagggga agtgtccaaa ttatagttca caaaatacct 180 
ttattttctc acaacaaaat catccctagt cagcggccca acattactca tttctgtcat 240 
caaaaacacc ctttctgtgg gttggtatga aatatccgea ggcatcacaa gtactataag 3 00 
aaagggcttt ttcaaa atg tec tgt act cac tec tct tct aac ctg ggt aag 3 52 
Met Ser Cys Thr His Ser Ser Ser Asn Leu Gly Lys 
-30 -25 
ttt tct gta cac aga gag tac cgt gtc etc mta ctg tgt aac agt agg 
Phe Ser Val His Arg Glu Tyr Arg Val Leu Xaa Leu Cys Asn Ser Arg 
-20 -15 -10 " 5 

gtc tct ttc act cgn ntc cat gtg aag aga cca cca wac agg eta tgt 
Val Ser Phe Thr Arg Xaa His Val Lys Arg Pro Pro Xaa Arg Leu Cys 
15 10 



400 



448 



gtg age age aaa ggc tgt tta ttt cac ctg ggt gca ggc agg ct 4 92 

Val Ser Ser Lys Gly Cys Leu Phe His Leu Gly Ala Gly Arg 
15 20 25 

<210> 94 

<211> 539 

<212> DNA 

<213> Homo sapiens 



76 



4 



<220> 
<221> CDS 
<222> 41. .538 

<221> sigjpeptide 
<222> 41. .139 
<223> score 9.9 

seq SVFFLLLPGPSAA/DE 



ggc a 
Gly 

<210> 95 

<211> 621 

<212> DNA 

<213> Homo sapiens 

<220> 



<400> 94 

cggcctcagc tgtccgggct gctttcgcct ccgcctgtgg atg ctg cgc etc tec 55 

Met Leu Arg Leu Ser 
-30 

gaa cgc aac atg aag gtg etc ctt gee gee gee etc ate gcg ggg tec 103 
Glu Arg Asn Met Lys Val Leu Leu Ala Ala Ala Leu lie Ala Gly Ser 

-25 -20 -15 

gtc ttc ttc ctg ctg ctg ccg gga cct tct gcg gee gat gag aag aag 151 
Val Phe Phe Leu Leu Leu Pro Gly Pro Ser Ala Ala Asp Glu Lys Lys 

-10 -5 1 

aag ggg ccc aaa gtc acc gtc aag gtg tat ttt gac eta cga att gga 199 
Lys Gly Pro Lys Val Thr Val Lys Val Tyr Phe Asp Leu Arg He Gly 
5 10 15 20 

'% gat gaa gat gta ggc egg gtg ate ttt ggt etc ttc gga aag act gtt 247 
™ Asp Glu Asp Val Gly Arg Val He Phe Gly Leu Phe Gly Lys Thr Val 

25 30 35 

8 cca aaa aca gtg gat aat ttt gtg gee tta get aca gga gag aaa gga 2 95 

Pro Lys Thr Val Asp Asn Phe Val Ala Leu Ala Thr Gly Glu Lys Gly 
3 40 45 50 

y ttt ggc tac aaa aac age aaa ttc cat cgt gta ate aag gac ttc atg 343 
y Phe Gly Tyr Lys Asn Ser Lys Phe His Arg Val He Lys Asp Phe Met 
£55 60 65 

ate cag ggc gga gac ttc acc agg gga gat ggc aca gga gga aag age 3 91 

He Gin Gly Gly Asp Phe Thr Arg Gly Asp Gly Thr Gly Gly Lys Ser 

70 75 80 

ate tac ggt gag cgc ttc ccc gat gag aac ttc aaa ctg aag cac tac 43 9 

He Tyr Gly Glu Arg Phe Pro Asp Glu Asn Phe Lys Leu Lys His Tyr 
85 90 95 100 

ggg cct ggc tgg gtg age atg gee aac gca ggc aaa aga cac cca ncc 4 87 

Gly Pro Gly Trp Val Ser Met Ala Asn Ala Gly Lys Arg His Pro Xaa 

105 HO 115 

ggc tec cca agt tcy tea tea cga cag tma aag aca gee tgg eta gat 535 
Gly Ser Pro Ser Ser Ser Ser Arg Gin Xaa Lys Thr Ala Trp Leu Asp 
120 125 130 



539 



77 



<221> CDS 
<222> 224. .619 

<221> sig_peptide 
<222> 224 . .316 
<223> score 9.1 

seq LLLLTMALAGGSG/TA 



- ¥h 



60 



180 
235 



<400> 95 

gatggttgaa ttcccctcct cacgccagcc taggagaaga agttcgtagt cccagaggtg 
aggcaggagg cggcagtttc tggcgggtga sggcggactg ragtgacagc ggaggcggaa 12 0 
gcaacggtcg gtggggcgga gaagggggct ggccccagga ggaggaggaa acccttccga 
gaaaacagca acaagctgag ctgctgtgac agaggggaac aag atg gcg gcg ccg 

Met Ala Ala Pro 
-30 

aag ggg age etc tgg gtg agg acc caa ctg ggg etc ccg ccg ctg ctg 283 
Lys Gly Ser Leu Trp Val Arg Thr Gin Leu Gly Leu Pro Pro Leu Leu 

-25 -20 -15 

ctg ctg acc atg gee ttg gec gga ggt teg ggg acc get teg get gaa 331 
Leu Leu Thr Met Ala Leu Ala Gly Gly Ser Gly Thr Ala Ser Ala Glu 

-10 -5 15 

gca ttt gac teg gtc ttg ggt gat acg gcg tct tgc cac egg gee tgt 379 
Ala Phe Asp Ser Val Leu Gly Asp Thr Ala Ser Cys His Arg Ala Cys 

10 15 20 

cag ttg acc tac ccc ttg cac acc tac cct aag gaa gag gag ttg tac 427 
Gin Leu Thr Tyr Pro Leu His Thr Tyr Pro Lys Glu Glu Glu Leu Tyr 
^0 25 30 35 

- gca tgt cag aga ggt tgc agg ctg ttt tea att tgt cag ttt gtg gat 475 

Q Ala Cys Gin Arg Gly Cys Arg Leu Phe Ser He Cys Gin Phe Val Asp 
fU 40 45 50 

gat gga att gac tta aat cga act aaa ttg gaa tgt gaa tct gca tgt 523 
? Asp Gly He Asp Leu Asn Arg Thr Lys Leu Glu Cys Glu Ser Ala Cys 
** 55 60 65 

aca gaa gca tat tec caa tct gat gag caa tat get tgc cat ctt ggt 571 
Thr Glu Ala Tyr Ser Gin Ser Asp Glu Gin Tyr Ala Cys His Leu Gly 
70 75 80 85 

tgc cag aat cag ctg cca ttc get gaa ctg aga caa gaa caa ctt atg 
Cys Gin Asn Gin Leu Pro Phe Ala Glu Leu Arg Gin Glu Gin Leu Met 
90 95 100 

tc 



619 



621 



<210> 96 

<211> 509 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 175. .507 

<221> sig_peptide 
<222> 175. .225 
<223> score 6.4 



78 



/ 



seq AILAAILPGXAPA/GP 



<400> 96 

ggaaattagg acacctcatc ccaaaagacc tttaaatagg ggaagtccac ttgtgcacgg 
ctgctccttg ctatagaaga cctgggacag aggactgctg tctgccctct ctggtcaccc 
tgcctagcta gaggatctct gctcctgctc tccctcctcc aggtgacccc agcc atg 

Met 





agg 


acc 


etc 


gcc 


ate 


ctt 


get 


gcc 


att 


r* f~ f* 


cct 


ggg 


w yy 


gcc 


cct 


gca 


225 




Arg 


Thr 


Leu 


Ala 


Tip 

lie 


Leu 


Ala 


Ala 


He 


Leu 


Pro Gly 


Xaa 


Ala 


Pro 


Ala 






- 15 










-10 










-5 














99 c 


cca 


agg 


ctg 


a nr 
c*y 


cac 


tec 


rgg 


caa 


qaq 


ctg 


att 


gag 


gtt 


get 


gca 


273 




Gly 


Pro 


Arg 


Leu 


Ser 


His 


Ser 


Xaa 


Gin 


Glu 


Leu 


He 


Glu 


Val 


Ala 


Ala 






1 






5 










10 










15 








gcc 


ccg 


gag 


cag 


att 


gca 


gcg 


gac 


ate 


cca 


gaa 


gtg 


gtt 


tgt 


ttc 


cct 


321 




Ala 


Pro 


Glu 


Gin 
20 


He 


Ala 


Ala 


Asp 


He 
25 


Pro 


Glu 


Val 


Val 


Cys 
30 


Phe 


Pro 






tgc 


atg 


gga 


cga 


aag 


ctt 


ggc 


tec 


aaa 


gca 


tec 


agg 


etc 


aag 


gaa 


aaa 


369 


£33. 
•KK? 


Cys 


Met 


Gly Arg 


Lys 


Leu Gly 


Ser 


Lys 


Ala 


Ser 


Arg 


Leu 


Lys 


Glu 


Lys 






35 










40 










45 










--^ 


cat 


ggc 


ctg 


eta 


ttg 


cag 


aat 


acc 


age 


gtg 


cat 


tgc 


agg 


aga 


acg 


teg 


417 


yi 


His 


Gly 


Leu 


Leu 


Leu 


Gin 


Asn 


Thr 


Ser 


Val 


His 


Cys 


Arg 


Arg 


Thr 


Ser 




- 3 




50 










55 










60 












yj 


eta 


tgg 


aac 


ctg 


cat 


eta 


cca 


ggg 


aag 


act 


ctg 


ggc 


att 


ctg 


ctg 


ctg 


465 




Leu 


Trp 


Asn 


Leu 


His 


Leu 


Pro Gly Lys 


Thr 


Leu Gly 


He 


Leu 


Leu 


Leu 






65 








70 










75 










80 


509 




age 


ttg 


cag 


aaa 


aag 


aaa 


aat 


gmg 


etc 


aaa 


att 


tgc 


ttt 


gnn 


ag 






Ser 


Leu 


Gin 


Lys 


Lys 


Lys 


Asn 


Xaa 


Leu 


Lys 


He 


Cys 


Phe 


Xaa 













85 














=a i 


<210> 


97 




<211> 


351 




<212> 


DNA 


5SS& 


<213> 


Homo sapiens 






£*% 








<220> 






<221> 


CDS 




<222> 


58. .351 




<221> 


sigjpeptide 




<222> 


58 . . 120 




<223> 


score 7 . 9 



seq MMLLLGLLAYGSG/XD 



<400> 97 

aaaaaggece tgaggaaaac aaaccccagc tgggaagect gagaacactt agectte 
atg agt gtc ccc acc atg gcc tgg atg atg ctt etc etc gga etc ctt 
Met Ser Val Pro Thr Met Ala Trp Met Met Leu Leu Leu Gly Leu Leu 

-20 -15 -10 

get tat gga tea gga gkr gat tct cag act gtg gtg acc cag gag cca 
Ala Tyr Gly Ser Gly Xaa Asp Ser Gin Thr Val Val Thr Gin Glu Pro 
- 5 15 10 
teg ttc tea gtg tec cct ggr grg aca gtc aca etc act tgt ggc ttg 



79 



Ser Phe Ser Val Ser Pro 
15 

arc tct ggc tea gtc tct 
Xaa Ser Gly Ser Val Ser 
30 

acc cca ggc cag met cca 
Thr Pro Gly Gin Xaa Pro 
45 

tct tct ggg gtc cct gat 
Ser Ser Gly Val Pro Asp 
60 65 
get gee 
Ala Ala 



Gly Xaa Thr Val Thr Leu 
20 

act wrt tny trn ccc age 
Thr Xaa Xaa Xaa Pro Ser 
35 

cgc aca etc ate tac aac 
Arg Thr Leu lie Tyr Asn 
50 55 
cgc ttc tct ggc tec ate 
Arg Phe Ser Gly Ser lie 
70 



Thr Cys Gly Leu 
25 

tgg tac cag cag 24 9 

Trp Tyr Gin Gin 

40 

aca aac act cgc 2 97 

Thr Asn Thr Arg 

ctt ggg aac aaa 345 
Leu Gly Asn Lys 
75 

351 



<210> 98 

<211> 399 

<212> DNA 

<213> Homo sapiens 

^» <220> 

€l <221> CDS 

01 <222> 45. .398 

Ms 

yj <221> sig_peptide 
Ik <222> 45. .104 



<223> score 7.8 

seq LTLLTLCIGSWS/SE 



y <400> 98 

fU aaaaagctgt gggctcagaa gcagagttct ggggtgtctc cacc atg gec tgg acc 56 
fy Met Ala Trp Thr 

~i -20 

O cct etc tgg etc act etc etc act ctt tgc ata ggt tct gtg gtt tct 104 
rk Pro Leu Trp Leu Thr Leu Leu Thr Leu Cys He Gly Ser Val Val Ser 
^ -15 -10 -5 

tct gag ctg act can gac cct get gtg tct gtg gee ttg gga cag aca 152 
Ser Glu Leu Thr Xaa Asp Pro Ala Val Ser Val Ala Leu Gly Gin Thr 
15 10 15 

gtc agg ate aca tgc car gga gac agm etc asa nac tat tmt gca age 200 
Val Arg He Thr Cys Gin Gly Asp Xaa Leu Xaa Xaa Tyr Xaa Ala Ser 

20 25 30 

tgg twe cag cag aag cca gga cag gec cct rtn ctt gtc wtc tat rrt 24 8 

Trp Xaa Gin Gin Lys Pro Gly Gin Ala Pro Xaa Leu Val Xaa Tyr Xaa 

35 40 45 

arr rac nns egg ccc tya ggg ate cca gac cga ttc tct ggc tec age 2 96 

Xaa Xaa Xaa Arg Pro Xaa Gly He Pro Asp Arg Phe Ser Gly Ser Ser 

50 55 60 

tea gga aac aca get tec ttg acc ate act ggg get cag gcg gaa gat 344 
Ser Gly Asn Thr Ala Ser Leu Thr He Thr Gly Ala Gin Ala Glu Asp 
65 70 75 80 

gag get gac tat yac tgc aac tec egg gac age agt ggt cac cat ttg 3 92 

Glu Ala Asp Tyr Xaa Cys Asn Ser Arg Asp Ser Ser Gly His His Leu 
85 90 95 



80 




si; 



gtg ttc g 




Val Phe 




<210> 


99 




<211> 


336 




<212> 


DNA 




<213> 


Homo 


sapiens 


<220> 






<221> 


CDS 




<222> 


155 . 


.334 


<221> 


sig__peptide 


<222> 


155. 


.205 


<223> 


score 5.8 




seq 


LWLKLLAFGFAFL/DT 



399 



<400> 99 

aaaaaccgaa tctgacatca tcacctagca gttcatgcag ctagcaagtg gtttgttctt 60 
agggtaacag aggaggaaat tgttcctcgt ctgataagac aacagtggag aaaggacgca 12 0 
tgctgtttct tagggacacg gctgacttcc agat atg acc atg tat ttg tgg ctt 175 

Met Thr Met Tyr Leu Trp Leu 
-15 

aaa etc ttg gca ttt ggc ttt gec ttt ctg gac aca gaa gta ttt gtg 223 

Lys Leu Leu Ala Phe Gly Phe Ala Phe Leu Asp Thr Glu Val Phe Val 

-10 -5 15 

aca ggg caa age cca aca cct tec ccc act gat gmc tac ctt aat gec 271 

Thr Gly Gin Ser Pro Thr Pro Ser Pro Thr Asp Xaa Tyr Leu Asn Ala 

10 15 20 

tct gaa aca acc act ctg age cct tct gga age get gtc att tea acc 319 
Ser Glu Thr Thr Thr Leu Ser Pro Ser Gly Ser Ala Val He Ser Thr 

25 30 35 

aca aca ata get act ac 336 
Thr Thr He Ala Thr 
40 



<210> 


100 


<211> 


489 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


102 . .488 


<221> 


sig_peptide 


<222> 


102 . . 179 


<223> 


score 14 . 3 




seq PLLLLLLLRAVLA/VP 


<400> 


100 



ataagtgggc gtggtctagg ggggaagtca ccaagaacgc aceggaggtc cttgcccgcc 60 



81 



ctggaaaacg ccctctgcgg tgaaggagag accacactgc c atg cct ccc tct ggg 116 

Met Pro Pro Ser Gly 
-25 

ccc cga gga acc etc ctt ctg ttg ccg ctg ctg ctg ctg etc ctg ctt 164 
Pro Arg Gly Thr Leu Leu Leu Leu Pro Leu Leu Leu Leu Leu Leu Leu 

-20 -15 -10 

cgc gec gtg ctg get gtc ccc ctg gag cga ggg gcg ccc aac aag gag 212 
Arq Ala Val Leu Ala Val Pro Leu Glu Arg Gly Ala Pro Asn Lys Glu 
-5 1 5 10 

gag acc cct gcg act gag agt ccc gac aca ggc ctg tac tac cac egg 
Glu Thr Pro Ala Thr Glu Ser Pro Asp Thr Gly Leu Tyr Tyr His Arg 

15 20 25 

tac etc cag gag gtc ate gat gta ctg gag acg gat ggg cat ttc cga 
Tyr Leu Gin Glu Val He Asp Val Leu Glu Thr Asp Gly His Phe Arg 
30 35 40 



260 



308 



356 



404 



489 



gag aag ctg cag get gee aat gcg gag gac ate aag age ggg aag ctg 
Glu Lys Leu Gin Ala Ala Asn Ala Glu Asp He Lys Ser Gly Lys Leu 

45 50 55 

age cga gag ctg gac ttt gtc age cac cac gtc cgc acc aag ctg gat 
Ser Arq Glu Leu Asp Phe Val Ser His His Val Arg Thr Lys Leu Asp 
q 60 65 70 75 

Ul gag etc aag cga cag gag gtg tea egg ctg egg atg ctg etc aag gec 452 
^ Glu Leu Lys Arg Gin Glu Val Ser Arg Leu Arg Met Leu Leu Lys Ala 
Ul 80 85 90 

aag atg acg ccg age agg ate caa tgt aca ggt gga t 
Lys Met Thr Pro Ser Arg He Gin Cys Thr Gly Gly 

<210> 101 
P <211> 722 

<212> DNA 
fU <213> Homo sapiens 

3=: 

Q <220> 

Q <221> CDS 

~~ <222> 337 . .720 

<221> sig_peptide 
<222> 337 . .408 
<223> score 4 . 2 

seq IWSFPLIIAAVCA/QS 



<400> 101 

agaatcagac cgaaaccnag agagacagca ttgectttet gcgtcycctc gcccmmctcs 60 
sctcctgcta taaataaccc ggastagegg gtcaggaacg tcacacggcg agaaaacagg 120 
accccgaggt ttt c ttc tct gggaataggg ggcaaagggt gaggagagga gaaagaaatc 180 
gctcgaaatc tgctcggtcc ccggcagccg ccgcttcccc tttgacgttt tggtacgccg 24 0 
tgcgcatgcg cctcacatta gaattactgc actgggcaga ctaagttgga tctcctctct 300 
tcagtgaaac cctcaattcc atcaaaaact aaaggg atg tgg aga gtg egg aaa 354 

Met Trp Arg Val Arg Lys 
-20 

arg ggc tac ttt ggg att tgg tec ttc ccc tta ata ate gec get gtc 402 
Xaa Gly Tyr Phe Gly He Trp Ser Phe Pro Leu He He Ala Ala Val 



82 



<210> 102 
=jj <211> 529 
,p s <212> DNA 
" <213> Homo sapiens 



<220> 
<221> CDS 
<222> 354. .527 

<221> sigjeptide 
<222> 354 . .395 
<223> score 8.6 

seq LLAFSQALLWFS/ER 



450 



498 



-15 -10 "5 

tgt gcg cag agt gtc aat gac cct agt aat atg teg ctg gtt aaa gag 
Cys Ala Gin Ser Val Asn Asp Pro Ser Asn Met Ser Leu Val Lys Glu 

1 5 10 

acg gtg gat aga etc ctg aaa ggc tat gac att cgt ctg aga cca gat 
Thr Val Asp Arg Leu Leu Lys Gly Tyr Asp He Arg Leu Arg Pro Asp 
15 20 25 30 

ttt gga ggt ccc ccc gtg get gtg ggg atg aac att gac att gee age 546 
Phe Gly Gly Pro Pro Val Ala Val Gly Met Asn He Asp He Ala Ser 

35 40 45 

ate gat atg gtt tct gaa gtc aat atg gat tat acc ttg aca atg tac 
He Asp Met Val Ser Glu Val Asn Met Asp Tyr Thr Leu Thr Met Tyr 

50 55 60 

ttt caa caa gee tgg aga gat aag agg ctg tct awa aat gta ata cct 
Phe Gin Gin Ala Trp Arg Asp Lys Arg Leu Ser Xaa Asn Val He Pro 

65 70 75 

tta aac ttg act ctg gac aac aga gtg gca gac cag etc tgg gtg cct 
Leu Asn Leu Thr Leu Asp Asn Arg Val Ala Asp Gin Leu Trp Val Pro 
^ 80 85 90 

4? gat acc tat ttc ctg aac gat aag aag tea tt 722 
b S Asp Thr Tyr Phe Leu Asn Asp Lys Lys Ser 
In 95 ' 100 



594 



642 



690 



<400> 102 

aaattactaa cttctggttg ctaggtgtgg cttcctttaa aatcctataa aatcagaagc 60 
ccaagtctcc actgecagtg tgaaatcttc agagaagaat ttctctttag ttctttgcaa 12 0 
gaaggtagag ataaagacac tttttcaaaa atggcaatgg tatcagaatt cctcaagcag 180 
gctatgttta gcttgttcta gtctgtggag cattctcctt catagaaaag atgggaaata 240 
ctggagatga aaattctcca ttctctgtca ttttgtgtgt nagagtctct gtccccatcc 300 
cagggccact tcctccctgg ttcttcttat ggctttggat gtagcttgaa gac atg 356 

Met 

etc eta gca ttt tea caa get ctg ctt gtt gtg ttt agt gag cgc aga 404 
Leu Leu Ala Phe Ser Gin Ala Leu Leu Val Val Phe Ser Glu Arg Arg 

-10 -5 1 

eta etc cct teg ggc ctg tec tgg etc atg ggc agt tgc teg tgt ctt 452 
Leu Leu Pro Ser Gly Leu Ser Trp Leu Met Gly Ser Cys Ser Cys Leu 

5 10 15 

tgc aca cat cct ttg ctg tec tgc cag etc tgc cca tgc ctg agg tgg 500 
Cys Thr His Pro Leu Leu Ser Cys Gin Leu Cys Pro Cys Leu Arg Trp 



83 



«f» # 



20 25 30 

tec tac etc tea egg gma cct age tgc tg 

Ser Tyr Leu Ser Arg Xaa Pro Ser Cys 
40 



<210> 103 
<211> 426 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 195 . .425 



aaa g 

Lys 

45 



60 
120 



<221> sig_peptide 
<222> 195. .290 
<223> score 3.7 

seq EALILQLFSQIGP/CK 



^ <400> 103 

Ul gecatcttgt attggggttt cattgttccc gctggccggg cggtttagtg taattgeege 
eggaggagga ggcggagtaa cctctggtca gecgagaaac cccactatcc tgtagecata 
iy acegcttaaa cgatttggga ggtagtgaag ggcagggagc tggacctgga ggcgccgccg 180 
'% cgacagcagc agee atg gag gac gag atg ccc aag act eta tac gtc ggt 230 
"% Met Glu Asp Glu Met Pro Lys Thr Leu Tyr Val Gly 

^ -30 -25 

m aac ctt tec aga gat gtg aca gaa get eta att ctg caa etc ttt age 278 
s Asn Leu Ser Arg Asp Val Thr Glu Ala Leu He Leu Gin Leu Phe Ser 

0 -20 -15 -10 "5 

fy cag att gga cct tgt aaa aac tgc aaa atg att atg gat aca get gga 326 
nJ Gin He Gly Pro Cys Lys Asn Cys Lys Met He Met Asp Thr Ala Gly 

1 15 10 

s*% aat gat ccc tat tgt ttt gtg gag ttt cat gag cat cgt cat gca get 374 
55 Asn Asp Pro Tyr Cys Phe Val Glu Phe His Glu His Arg His Ala Ala 
w 15 20 25 

gca gca tta get get atg aat gga egg aag ata atg ggt aag gaa gtc 422 
Ala Ala Leu Ala Ala Met Asn Gly Arg Lys He Met Gly Lys Glu Val 
30 35 40 



426 



<210> 104 
<211> 459 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 241. .459 



<221> sigjeptide 
<222> 241. .351 



84 





<210> 


105 




<211> 


444 




<212> 


DNA 




<213> 


Homo sapiens 


fU 








<220> 




iy 


<221> 


CDS 




<222> 


87 . .443 




<221> 


sig_peptide 




<222> 


87. .167 




<223> 


score 11.7 






seq LLLLLGLIDISQA/QL 



<223> score 4.8 

seq GIGLLAAATQSLS/MP 



<400> 104 

gatcggcggc cgccatgtta ggagcgcagt ggcggcgcaa ccagccttct agggcggcgg 60 
agagttgtct gctggttctc agcttgaaga agattctgca gtccttattg atcctttttc 120 
ttggcgttac cattttttga agcaaagtta acctagcttt ctagt'ttgag ctttcttttt 180 
ggccgtcttt aaaaaaaatt ttttttttaa tctataaaat agacaagagc tagttctaca 240 
atg tec aag tea ttc cag cag tea tct etc agt agg gac tea cag ggt 288 
Met Ser Lys Ser Phe Gin Gin Ser Ser Leu Ser Arg Asp Ser Gin Gly 

-35 -30 -25 

cat ggg cgt gac ctg tct ncg gca gga ata ggs ctt ctt get get get 336 
His Gly Arg Asp Leu Ser Xaa Ala Gly lie Gly Leu Leu Ala Ala Ala 

-20 -15 -10 

ace cag tct tta agt atg cca gca tct ctt gga agg atg aac cag ggt 384 
Thr Gin Ser Leu Ser Met Pro Ala Ser Leu Gly Arg Met Asn Gin Gly 
-5 15 10 

act gca cgc ctt get agt tta atg aat ctt gga atg agt tct tea ttg 432 
Thr Ala Arg Leu Ala Ser Leu Met Asn Leu Gly Met Ser Ser Ser Leu 

15 20 25 

aat caa caa gga get cat agt gca ctg 
Asn Gin Gin Gly Ala His Ser Ala Leu 

30 35 



459 



60 
113 



<400> 105 

aagtaggctc tcggctcctg gtcccactgc tgctcagccc agtggcctca caggacacca 
gcttcccagg aggegtctga cacagt atg atg atg aag ate cca tgg ggc age 

Met Met Met Lys lie Pro Trp Gly Ser 
-25 -20 
ate cca gta ctg atg ttg etc ctg etc ctg ggc eta ate gat ate tec 161 
lie Pro Val Leu Met Leu Leu Leu Leu Leu Gly Leu lie Asp lie Ser 

-15 -10 -5 

cag gec cag etc age tgc ace ggg ccc cca gee ate cct ggc ate ccg 209 
Gin Ala Gin Leu Ser Cys Thr Gly Pro Pro Ala He Pro Gly He Pro 

15 10 
ggt ate cct ggg aca cct ggc ccc gat ggc caa cct ggg acc cca ggg 257 
Gly He Pro Gly Thr Pro Gly Pro Asp Gly Gin Pro Gly Thr Pro Gly 
15 20 25 30 



85 



ata aaa gga 
He Lys Gly 

ttc gga gag 
Phe Gly Glu 

ggc ccc aag 
Gly Pro Lys 
65 

cca ggc ccc 
Pro Gly Pro 
80 



gag aaa ggg 
Glu Lys Gly 
35 

aag gga gac 
Lys Gly Asp 
50 

ggc ccc atg 
Gly Pro Met 

aaa ggt gaa 
Lys Gly Glu 



ctt cca ggg 
Leu Pro Gly 

cca ggg att 
Pro Gly He 
55 

ggc eta aag 
Gly Leu Lys 
70 

teg gga gac 
Ser Gly Asp 
85 



ctg get gga 
Leu Ala Gly 
40 

cct ggg aat 
Pro Gly Asn 

gtg gee cag 
Val Ala Gin 

tac aag gee 
Tyr Lys Ala 
90 



gac cat ggt 
Asp His Gly 
45 

cca gga aaa 
Pro Gly Lys 
60 

ggg ccc tgg 
Gly Pro Trp 
75 

acc cag a 
Thr Gin 



gag 305 
Glu 

gtc 353 
Val 

age 401 
Ser 

444 



<210> 106 
<211> 543 
<212> DNA 

<213> Homo sapiens 



_ <220> 

^ <221> CDS 

<222> 129. .542 



Mi <221> sig_peptide 
yj <222> 129. .194 
J$ <223> score 5.2 

seq AGLLILSPLTVIS/DS 



60 
120 
170 



218 



266 



<400> 106 

agaggcagtt gagcatggga gccgtctgta tgttgaatta gggctcgcac tettgegcaa 
cacgtcacca gteggaaact gggggtttgc ttctgtgatt tatttcatta ttgtgctggt 
aaagcctg atg aag aga eta gca get cgc tgc ttt get ggc ttg tta att 
Met Lys Arg Leu Ala Ala Arg Cys Phe Ala Gly Leu Leu He 
-20 -15 -10 

tta tec cca eta act gtg att tct gat age egg cct get gat agt ggt 
Leu Ser Pro Leu Thr Val He Ser Asp Ser Arg Pro Ala Asp Ser Gly 

-5 15 
aag gee ate gaa ggc aat ttg gag gaa atg gaa gag gaa gta egg ctt 
Lys Ala He Glu Gly Asn Leu Glu Glu Met Glu Glu Glu Val Arg Leu 

10 15 20 

aag aag cga aaa aga cga aga aat gtg gat aaa gat cct gca aaa gaa 314 
Lys Lys Arg Lys Arg Arg Arg Asn Val Asp Lys Asp Pro Ala Lys Glu 
25 30 35 40 

gat gtg gaa aaa get aag aag aga aga ggc cgc cct ccc get gag aaa 
Asp Val Glu Lys Ala Lys Lys Arg Arg Gly Arg Pro Pro Ala Glu Lys 

45 50 55 

ctg tea cca aat ccc ccc aaa ctg aca aag cag atg aac get ate ate 
Leu Ser Pro Asn Pro Pro Lys Leu Thr Lys Gin Met Asn Ala He He 

60 65 70 

gat act gtg ata aac tac aaa gat agt tea ggg cga cag etc agt gaa 458 
Asp Thr Val He Asn Tyr Lys Asp Ser Ser Gly Arg Gin Leu Ser Glu 

75 80 85 

gtc ttc att cag tta cct tea agg aaa gaa tta cca gaa tac tat gaa 506 
Val Phe He Gin Leu Pro Ser Arg Lys Glu Leu Pro Glu Tyr Tyr Glu 



362 



410 



86 



90 

tta att agg aag cca gtg 
Leu He Arg Lys Pro Val 
105 HO 



95 100 

gat ttc aaa aaa ata aag g 

Asp Phe Lys Lys He Lys 
115 



<210> 107 
<211> 486 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 105. .485 



60 



<221> sig_peptide 
<222> 105. .161 
<223> score 10.1 

seq TLLLLLLVPLIKP/AP 

*JS <400> 107 

gcttcgatgg tctgaatttt tatttccagg gaaaaagaga gttttgtccc acagtcagca 
ggccactagt ttattaactt ccagtcacct tgatttttgc taaa atg aag act ctg 116 

Met Lys Thr Leu 

cag tct aca ctt etc ctg tta ctg ctt gtg cct ctg ata aag cca gca 164 
Gin Ser Thr Leu Leu Leu Leu Leu Leu Val Pro Leu He Lys Pro Ala 
* -15 -10 -5 1 

^ cca cca acc cag cag gac tea cgc att ate tat gat tat gga aca gat 212 
s Pro Pro Thr Gin Gin Asp Ser Arg He He Tyr Asp Tyr Gly Thr Asp 
O 5 10 15 

rtj aat ttt gaa gaa tec ata ttt age caa gat tat gag gat aaa tac ctg 
m Asn Phe Glu Glu Ser He Phe Ser Gin Asp Tyr Glu Asp Lys Tyr Leu 
jS 20 25 30 

% gat gga aaa aat att aag gaa aaa gaa act gtg ata ata ccc aat gag 
S Asp Gly Lys Asn He Lys Glu Lys Glu Thr Val He He Pro Asn Glu 
U 35 40 45 

aaa agt ctt caa tta caa aaa gat gag gca ata aca cca tta cct ccc 
Lys Ser Leu Gin Leu Gin Lys Asp Glu Ala He Thr Pro Leu Pro Pro 
50 55 60 65 

aag agm gaa aat gat gaa atg ccc acg tgt ctg ctg tgt gtt tgt tta 
Lys Xaa Glu Asn Asp Glu Met Pro Thr Cys Leu Leu Cys Val Cys Leu 

70 75 80 

agt ggc tct gta tac tgt gaa gaa gtt gac att gat get gta cca ccc 
Ser Gly Ser Val Tyr Cys Glu Glu Val Asp He Asp Ala Val Pro Pro 

85 90 95 

tta cca agg aat cag cct ate ttt acg cac gat t 
Leu Pro Arg Asn Gin Pro He Phe Thr His Asp 
100 105 



260 



308 



356 



404 



452 



486 



<210> 108 
<211> 571 
<212> DNA 
<213> Homo sapiens 



87 



gat t 
Asp 

<210> 109 
<211> 444 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 101. .442 

<221> sigjpeptide 
<222> 101. .172 
<223> score 9.2 

seq LVTLSVFLHVLHS/AP 



60 
120 



279 



<220> 
<221> CDS 
<222> 190. .570 

<221> sigjpeptide 
<222> 190. .246 
<223> score 10.1 

seq TLLLLLLVPLIKP/AP 



<400> 108 

agcagtttga aatcaagaca tagcttttct cattcaccct cccacttggg gctaatgcac 
agacatgaac atctattgag gaaaaccaca aaaaacttca aaacagctac aacgggaaaa 
agagagtttt gtcccacagt cagcaggcca ctagtttatt aacttccagt caccttgatt 180 
tttgctaaa atg aag act ctg cag tct aca ctt etc ctg tta ctg ctt gtg 231 
Met Lys Thr Leu Gin Ser Thr Leu Leu Leu Leu Leu Leu Val 
-15 -10 
cct ctg ata aag cca gca cca cca acc cag cag gac yea cgc att ate 
Pro Leu He Lys Pro Ala Pro Pro Thr Gin Gin Asp Xaa Arg He He 
-5 15 10 

tat gat tat gga aca gat aat ttt gaa gaa tec ata ttt age caa gat 327 
Tyr Asp Tyr Gly Thr Asp Asn Phe Glu Glu Ser He Phe Ser Gin Asp 

15 20 25 

tat gag gat aaa tac ctg gat gga aaa aat att aag gaa aaa gaa act 375 
Tyr Glu Asp Lys Tyr Leu Asp Gly Lys Asn He Lys Glu Lys Glu Thr 

30 35 40 

gtg ata ata ccc aat gag aaa agt ctt caa tta caa aaa gat gag gca 
Val He He Pro Asn Glu Lys Ser Leu Gin Leu Gin Lys Asp Glu Ala 

45 50 55 

ata aca cca tta cct ccc aag agm gaa aat gat gaa atg ccc acg tgt 
He Thr Pro Leu Pro Pro Lys Xaa Glu Asn Asp Glu Met Pro Thr Cys 
60 65 70 75 

ctg ctg tgt gtt tgt tta agt ggc tct gta tac tgt gaa gaa gtt gac 519 
Leu Leu Cys Val Cys Leu Ser Gly Ser Val Tyr Cys Glu Glu Val Asp 

80 85 90 

att gat get gta cca ccc tta cca agg aat cag cct ate ttt acg cac 567 
He Asp Ala Val Pro Pro Leu Pro Arg Asn Gin Pro He Phe Thr His 
95 100 105 



423 



471 



571 



88 



<400> 109 

aagttactga gaactcataa gacgaagcta aaatccctct tcggatccac agtcaaccgc 60 
cctgaacaca tcctgcaaaa agcccagaga aaggagcgcc atg gat tac tac aga 115 

Met Asp Tyr Tyr Arg 
-20 

aaa tat gca get ate ttt ctg gtc aca ttg teg gtg ttt ctg cat gtt 163 
Lys Tyr Ala Ala He Phe Leu Val Thr Leu Ser Val Phe Leu His Val 

-15 -10 -5 

etc cat tec get cct gat gtg cag gat tgc cca gaa tgc acg eta cag 211 
Leu His Ser Ala Pro Asp Val Gin Asp Cys Pro Glu Cys Thr Leu Gin 

15 10 
gaa aac cca ttc ttc tec cag ccg ggt gec cca ata ctt cag tgc atg 259 
Glu Asn Pro Phe Phe Ser Gin Pro Gly Ala Pro He Leu Gin Cys Met 

15 20 25 

ggc tgc tgc ttc tct aga gca tat ccc act cca eta agg tec aag aag 307 
Gly Cys Cys Phe Ser Arg Ala Tyr Pro Thr Pro Leu Arg Ser Lys Lys 
^ 30 35 40 45 

^ acg atg ttg gtc caa aag aac gtc acc tea gag tec act tgc tgt gta 355 
lfi Thr Met Leu Val Gin Lys Asn Val Thr Ser Glu Ser Thr Cys Cys Val 

50 55 60 

get aaa tea tat aac agg gtc aca gta atg ggg ggt ttc aaa gtg gag 
Ala Lys Ser Tyr Asn Arg Val Thr Val Met Gly Gly Phe Lys Val Glu 

65 70 75 

aac cac acg gcg tgc cac tgc agt act tgt tat tat cac aa 
Asn His Thr Ala Cys His Cys Ser Thr Cys Tyr Tyr His 
80 85 90 

<210> 110 
<211> 295 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 79. .294 

<221> sig_peptide 
<222> 79. .144 
<223> score 8.4 

seq SILLLFLTEAALG/DA 



403 



444 



<400> 110 

agcagaaagc cgcgcacctc ctcccgccag gcgctttctc ggacgccttg cccagcgggc 
cgcccgaccc cctgcacc atg gac ccc get cgc ccc ctg ggg ctg teg att 

Met Asp Pro Ala Arg Pro Leu Gly Leu Ser He 
-20 -15 
ctg ctg ctt ttc ctg acg gag get gca ctg ggc gat get get cag gag 
Leu Leu Leu Phe Leu Thr Glu Ala Ala Leu Gly Asp Ala Ala Gin Glu 

-10 -5 15 

cca aca gga aat aac gcg gag ate tgt etc ctg ccc eta gac yac gga 
Pro Thr Gly Asn Asn Ala Glu He Cys Leu Leu Pro Leu Asp Xaa Gly 



89 



10 15 20 

ccc tgc egg gec eta ctt etc cgt tac tac tac gac agg tac acg cag 255 
Pro Cys Arg Ala Leu Leu Leu Arg Tyr Tyr Tyr Asp Arg Tyr Thr Gin 

25 30 35 

age tgc cgc cag ttc ctg tac ggg ggc tgc gag ggc aac g 2 95 

Ser Cys Arg Gin Phe Leu Tyr Gly Gly Cys Glu Gly Asn 
40 45 50 



<210> 


111 


<211> 


423 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


173 . .421 


<221> 


sig_peptide 


<222> 


173 . .295 


<223> 


score 6.6 




seq LFIFRMLVLGTAA/ES 



y] 

y <4oo> in 

gacagatacg attaaaaaga gggtggaaga ggaacaactg acaggctcaa gagcaaaaag 60 
--F* cgtgggcagt tggagaagaa geagecagag tgtgaagaag cccacggaag gaaagtccag 120 
ggaggaggaa aagaagcaga agttttggca tctgttccct ggctgtgcca ag atg ggc 178 
^ Met Gly 

s -40 
H gat tgg age ttc ctg gga aat ttc ctg gag gaa gta cac aag cac teg 226 
HJ Asp Trp Ser Phe Leu Gly Asn Phe Leu Glu Glu Val His Lys His Ser 
fy -35 -30 -25 

ace gtg gta ggc aag gtc tgg etc act gtc etc ttc ata ttc cgt atg 274 
Thr Val Val Gly Lys Val Trp Leu Thr Val Leu Phe He Phe Arg Met 

-20 -15 -10 

etc gtg ctg ggc aca get get gag tct tec tgg ggg gat gag cag get 322 
Leu Val Leu Gly Thr Ala Ala Glu Ser Ser Trp Gly Asp Glu Gin Ala 

-5 1 5 

gat ttc egg tgt gat acg att cag cct ggc tgc cag aat gtc tgc tac 
Asp Phe Arg Cys Asp Thr He Gin Pro Gly Cys Gin Asn Val Cys Tyr 
10 15 20 25 

gac cag get ttc ccc ate ggg rac att cgc tarn tgg gtg ctg cag ate 418 
Asp Gin Ala Phe Pro He Gly Xaa He Arg Xaa Trp Val Leu Gin He 
30 35 40 

ate tt 
He 

<210> 112 
<211> 501 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 



370 



423 



90 



4 



<222> 206. .499 

<221> sig_peptide 
<222> 206. .343 
<223> score 9.2 

seq ILLLGTAVESAWG/DE 



5 fcr 



£ 45 50 



<210> 


113 


<211> 


468 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


73 . .468 


<221> 


sig_peptide 


<222> 


73. .132 


<223> 


score 11.2 




seq AFLLLVALS YTLA/ RD 



280 



328 



<400> 112 

aaaaaagctt ttacgaggta tcagcacttt tctttcatta gggggaaggc gtgaggaaag 60 
taccaaacag cagcggagtt ttaaacttta aatagacagg tctgagtgcc tgaacttgcc 12 0 
ttttcatttt acttcatcct ccaaggagtt caatcacttg gcgtgacttc actactttta 180 
agcaaaagag tggtgcccag gcaac atg ggt gac tgg age gec tta ggc aaa 232 

Met Gly Asp Trp Ser Ala Leu Gly Lys 
-45 -40 
etc ctt gac aag gtt caa gec tac tea act get gga ggg aag gtg tgg 
Leu Leu Asp Lys Val Gin Ala Tyr Ser Thr Ala Gly Gly Lys Val Trp 

-35 -30 -25 

ctg tea gta ctt ttc att ttc cga ate ctg ctg ctg ggg aca gcg gtt 
Leu Ser Val Leu Phe He Phe Arg He Leu Leu Leu Gly Thr Ala Val 

-20 -15 -10 

gag tea gec tgg gga gat gag cag tct gec ttt cgt tgt aac act cag 376 
Glu Ser Ala Trp Gly Asp Glu Gin Ser Ala Phe Arg Cys Asn Thr Gin 
- 5 15 10 
caa cct ggt tgt gaa aat gtc tgc tat gac aag tct ttc cca ate tct 424 
Gin Pro Gly Cys Glu Asn Val Cys Tyr Asp Lys Ser Phe Pro He Ser 

15 20 25 

cat gtg cgc ttc tgg gtc ctg cag ate ata ttt gtg tct gta ccc aca 472 
^ His Val Arg Phe Trp Val Leu Gin He He Phe Val Ser Val Pro Thr 
£3 30 35 40 

W etc ttg tac ctg get cat gtg ttc tat gt 501 
Leu Leu Tyr Leu Ala His Val Phe Tyr 



<400> 113 

actcagaagc ttggaccgca tcctagccgc cgactcacac aaggcaggtg ggtgaggaaa 
tccagagttg cc atg gag aaa att cca gtg tea gca ttc ttg etc ctt gtg 
Met Glu Lys He Pro Val Ser Ala Phe Leu Leu Leu Val 
-20 -15 -10 



91 



gcc etc tec tac act ctg gec aga gat acc aca gtc aaa cct gga gec 159 
Ala Leu Ser Tyr Thr Leu Ala Arg Asp Thr Thr Val Lys Pro Gly Ala 

-5 1 5 

aaa aag gac aca aag gac tct cga ccc aaa ctg ccc cag acc etc tec 
Lys Lys Asp Thr Lys Asp Ser Arg Pro Lys Leu Pro Gin Thr Leu Ser 
10 15 20 25 

aga ggt tgg ggt gac caa etc ate tgg act cag aca tat gaa gaa get 
Arg Gly Trp Gly Asp Gin Leu He Trp Thr Gin Thr Tyr Glu Glu Ala 

30 35 40 

eta tat aaa tec aag aca age aac aaa ccc ttg atg att att cat cac 
Leu Tyr Lys Ser Lys Thr Ser Asn Lys Pro Leu Met He He His His 

45 50 55 

ttg gat gag tgc cca cac agt caa get tta aag aaa gtg ttt get gaa 
Leu Asp Glu Cys Pro His Ser Gin Ala Leu Lys Lys Val Phe Ala Glu 

60 65 70 

aat aaa gaa ate cag aaa ttg gca gag cag ttt gtc etc etc aat ctg 
Asn Lys Glu He Gin Lys Leu Ala Glu Gin Phe Val Leu Leu Asn Leu 

75 80 85 

gtt tat gaa aca act gac aaa cac ctt tct cct gat ggc cag tat gtc 
Val Tyr Glu Thr Thr Asp Lys His Leu Ser Pro Asp Gly Gin Tyr Val 
£ 90 95 100 105 

Ul cca gga tta tgt ttg ttg acc 
Uz Pro Gly Leu Cys Leu Leu Thr 

w 110 





<210> 


114 




<211> 


576 




<212> 


DNA 




<213> 


Homo sapiens 










<220> 






<221> 


CDS 


its 


<222> 


195. .575 








%*£ 


<221> 


sigjpeptide 




<222> 


195. .287 




<223> 


score 10.1 






seq SLAFLLSLRGAGA/IK 



207 



255 



303 



351 



399 



447 



468 



60 
120 
180 
230 



<400> 114 

gtcgaagege gcgaactcct cccggttgta gatgtatctc tccaggaagc gctgtgtccc 
attaaacgeg tasattcctg ccgtccctgg aaaagtgcta gaggcccaca gtttcagtct 
catctgcctc cactcggcct cagttcctca tcactgttcc tgtgctcaca gtcatcaatt 
atagacccca caac atg cgc cct gaa gac aga atg ttc cat ate aga get 
Met Arg Pro Glu Asp Arg Met Phe His He Arg Ala 
-30 "25 "20 

gtg ate ttg aga gcc etc tec ttg get ttc ctg ctg agt etc cga gga 278 
Val He Leu Arg Ala Leu Ser Leu Ala Phe Leu Leu Ser Leu Arg Gly 

-15 -10 "5 

get ggg gcc ate aag gcg gac cat gtg tea act tat gcc gcg ttt gta 326 
Ala Gly Ala He Lys Ala Asp His Val Ser Thr Tyr Ala Ala Phe Val 

15 10 
cag acg cat aga cca aca ggg gag ttt atg ttt gaa ttt gat gaa gat 374 



92 



Gin Thr His Arg Pro Thr 
15 

gag atg ttc tat gtg gat 
Glu Met Phe Tyr Val Asp 
30 35 
gag gag ttt ggc caa gcc 
Glu Glu Phe Gly Gin Ala 
50 

aac att get ata ttg aac 
Asn He Ala He Leu Asn 
65 

aac cac act cag gcc acc 
Asn His Thr Gin Ala Thr 
80 

aag gag cct g 
Lys Glu Pro 
95 



Gly Glu Phe Met Phe Glu 
20 25 
ctg gac aag aag gag acc 
Leu Asp Lys Lys Glu Thr 
40 

ttt tec ttt gag get cag 
Phe Ser Phe Glu Ala Gin 
55 

aac aac ttg aat acc ttg 
Asn Asn Leu Asn Thr Leu 
70 

aac gat ccc cct gag gtg 
Asn Asp Pro Pro Glu Val 
85 



Phe Asp Glu Asp 

gtc tgg cat ctg 422 
Val Trp His Leu 
45 

ggc ggg ctg get 470 
Gly Gly Leu Ala 
60 

ate cag cgt tec 518 
He Gin Arg Ser 
75 

acc gtg ttt ccc 566 

Thr Val Phe Pro 

90 

576 



<210> 115 
<211> 476 
<212> DNA 
<213> Homo sapiens 



111 <220> 
J <221> CDS 
~ <222> 95 . .475 



<221> sig_peptide 
<222> 95. .187 
<223> score 10.1 

seq SLAFLLSLRGAGA/IK 



<400> 115 

ggatgtgagg gegatagtet catctgcctc cactcggcct cagttcctca tcactgttcc 
tgtgctcaca gtcatcaatt atagacccca caac atg cgc cct gaa gac aga atg 

Met Arg Pro Glu Asp Arg Met 
-30 -25 



60 
115 



163 



211 



ttc cat ate aga get gtg ate ttg aga gcc etc tec ttg get ttc ctg 
Phe His He Arg Ala Val He Leu Arg Ala Leu Ser Leu Ala Phe Leu 

-20 -15 -10 

ctg agt etc cga gga get ggg gcc ate aag gcg gac cat gtg tea act 
Leu Ser Leu Arg Gly Ala Gly Ala He Lys Ala Asp His Val Ser Thr 

-5 1 5 

tat gcc gcg ttt gta cag acg cat aga cca aca ggg gag ttt atg ttt 259 
Tyr Ala Ala Phe Val Gin Thr His Arg Pro Thr Gly Glu Phe Met Phe 

10 15 20 

gaa ttt gat gaa gat gag atg ttc tat gtg gat ctg gac aag aag gag 
Glu Phe Asp Glu Asp Glu Met Phe Tyr Val Asp Leu Asp Lys Lys Glu 
25 30 35 40 

acc gtc tgg cat ctg gag gag ttt ggc caa gcc ttt tec ttt gag get 
Thr Val Trp His Leu Glu Glu Phe Gly Gin Ala Phe Ser Phe Glu Ala 

45 50 55 

cag ggc ggg ctg get aac att get ata ttg aac aac aac ttg aat acc 



307 



355 



403 



93 



Gin Gly Gly Leu Ala Asn lie Ala 
60 

ttg ate cag cgt tec aac cac act 
Leu He Gin Arg Ser Asn His Thr 

75 80 
gtg acc gtg ttt ccc aag gag cct 
Val Thr Val Phe Pro Lys Glu Pro 
90 95 



He Leu Asn Asn Asn Leu Asn Thr 
65 70 
cag gec acc aac gat ccc cct gag 
Gin Ala Thr Asn Asp Pro Pro Glu 
85 



<210> 116 
<211> 458 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 139. .456 



<221> sig_peptide 
<222> 139. .192 
<223> score 10.5 

seq VLTVLSLLPLLEA/QI 



^ <400> 116 

% aagtgctggc asgattgtgt cacagacaca gagtaaactt ttgctgggct ccaagtgacc 60 

% geccatagtt tattataaag gtgactgeae cctgcagcca ccagcactgc ctggctccac 120 

^ gtgcctcctg gtctcagt atg gcg ctg tec tgg gtt ctt aca gtc ctg age 171 
s Met Ala Leu Ser Trp Val Leu Thr Val Leu Ser 

O -15 -10 

flj etc eta cct ctg ctg gaa gee cag ate cca ttg tgt gee aac eta gta 

Til Leu Leu Pro Leu Leu Glu Ala Gin He Pro Leu Cys Ala Asn Leu Val 

S ccg gtg ccc ate acc aac gec acc ctg gac erg ate act ggc aag tgg 
S Pro Val Pro He Thr Asn Ala Thr Leu Asp Xaa He Thr Gly Lys Trp 
U io 15 20 25 

ttt tat ate gca teg gee ttt cga aac gag gag tac aat aag teg gtt 
Phe Tyr He Ala Ser Ala Phe Arg Asn Glu Glu Tyr Asn Lys Ser Val 

30 35 40 

cag gag ate caa gca acc ttc ttt tac ttc acc ccc aac aag mca sag 
Gin Glu He Gin Ala Thr Phe Phe Tyr Phe Thr Pro Asn Lys Xaa Xaa 

45 50 55 

gac acg ate ttt etc aga gag tac cag acy cga cag gac cag tgc ate 
Asp Thr He Phe Leu Arg Glu Tyr Gin Thr Arg Gin Asp Gin Cys He 

60 65 70 

tat aac acc acc tac ccg gsa tec teg tta acc eta aca aaa aaa ac 
Tyr Asn Thr Thr Tyr Pro Xaa Ser Ser Leu Thr Leu Thr Lys Lys 
75 80 85 



219 



267 



315 



363 



411 



458 



<210> 117 
<211> 435 
<212> DNA 
<213> Homo sapiens 



94 



4 



<220> 
<221> CDS 
<222> 201 . .434 

<221> sig_peptide 
<222> 201. .332 
<223> score 6.3 

seq WL I F AF FVDTGFC / RV 



60 



<400> 117 

agtagtactt tccggcgttg ttgaccctat ttcccgtgct gcaccgcasc cctttctctt 
ccggttctag gcgcttcggg agccgcggct tatggtgcag acatggccaa gtccaagaac 12 0 
cacaccacac acatactttt tatgttattt ttggggagag wcttgctctg ctgcccaggc 180 
tggggtgcag tggcatratc atg get cac tgc age ctt gac cac ccc cag ggt 233 

Met Ala His Cys Ser Leu Asp His Pro Gin Gly 
-40 -35 
teg agt gat cgt gee acc teg gee tgc tgg gta get ggg act gca gac 
Ser Ser Asp Arg Ala Thr Ser Ala Cys Trp Val Ala Gly Thr Ala Asp 
O -30 -25 -20 

%S agg cac cct gee tgg eta att ttt gca ttt ttt gtg gac acg ggg ttt 
|ji Arg His Pro Ala Trp Leu He Phe Ala Phe Phe Val Asp Thr Gly Phe 
ll -15 -10 "5 

tgc cgt gtt gec cag get ggt etc aat etc etc ggc tea agt caa cag 
Cys Arg Val Ala Gin Ala Gly Leu Asn Leu Leu Gly Ser Ser Gin Gin 

1 5 10 15 

cct gee tct gec tec cga tgt gtt sng att aca gga ata aac tac tat 425 
Pro Ala Ser Ala Ser Arg Cys Val Xaa He Thr Gly He Asn Tyr Tyr 
20 25 30 



w gee caa etc a 
Fy Ala Gin Leu 

£ <210> 118 
H <211> 514 
<212> DNA 
! ^ <213> Homo sapiens 

<220> 
<221> CDS 
<222> 41. .514 

<221> sig_j?eptide 
<222> 41. .163 
<223> score 4.3 

seq VALFCGCGHEALS/GT 



281 



329 



377 



435 



<400> 118 

gctctcctct ggggactgea gagaagcagg acctcgggcc atg ggg tgt ttt gaa 

Met Gly Cys Phe Glu 
-40 

tgc tgt ate aaa tgc ctg ggg ggc att ccc tat gee tct ctg att gec 
Cys Cys He Lys Cys Leu Gly Gly He Pro Tyr Ala Ser Leu He Ala 
-35 "30 -25 



95 



acc 


ate 


ctg 


etc 


tat 


gcg 


ggt 


gtt 




eta 


ttc 


tgt ggc 


tgc 


ggt 


cat 


151 


Thr 


He 


Leu 


Leu 


Tyr 


Ala Gly Val 


nld 


Leu 


Phe Cys Gly Cys Gly 


His 




-20 










-15 










- J. u 








-5 


199 


gaa 


gcg 


ctt 


tct 


gga 


act 


gtc 


aac 


at" 1" 


ouy 


caa 


acc tac 


4-4-4- 


g a g 


atq 


Glu 


Ala 


Leu 


Ser Gly 


Thr 


Val 


Asn 


Tl e- 

c 


Leu 


Gin 


Thr Tyr 


rUc 
1U 


ulU 


Met 




gca 


aga 


act 


get 


QQa 


gac 


aca 


ctg 


D 

ga L- 


rtt f- 
y ll 


ttt 


acc atg 


at-i- 
aLL 


y clL» 


ate 


247 


Ala 


Arg 


Thr 


Ala 


Gly 


Asp 


Thr 


Leu 


Asp 


val 


Phe 


Thr Met 


lie 


Asp 


He 






15 










20 








25 










ttt 


aag 


tat 


gtg 


ate 


tac 


ggc 


ate 


gca 


get 


gcg 


ttc ttt 


gtg 


tat 


aac 
yy v - 


295 


Phe 


Lys 


Tyr 


Val 


He 


Tyr Gly 


He 


i\±cL 


M.-L cl 


Ala 


Phe Phe 


Val 


Tyr 


Glv 






30 










35 










40 








343 


att 


ttg 


ctg 


atg 


gtg 


gaa 


ggt 


ttc 


4- 4- *-» 

etc 


aca 


act 


ggg gee 


ate 


aaa 


gat 


lie 


Leu 


Leu 


Met 


Val 


Glu Gly 


Phe 


rile 


X I IX. 


Thr Gly Ala 


He 


Lys 


Asp 




45 










50 










55 








60 


391 


etc 


tat 


ggg 


gat 


ttc 


aaa 


ate 


acc 


act 


ty l 


ggc 


aga tgt 


gtg 


age 


get 


Leu 


Tyr 


Gly Asp 


Phe 


Lys 


He 


Thr 


Thr 


Cys 


Gly Arg Cys 


Val 


Ser 


Ala 










65 










70 








75 






tgg 


ttc 


att 


atg 


ctg 


aca 


tat 


ctt 


t- 1- r> 


pita 
a i-y 


ttg 


gec tgg 


ctg 


gga 


gtc 


439 


Trp 


Phe 


He 


Met 


Leu 


Thr 


Tyr 


Leu 


Phe 


Met 


Leu Ala Trp Leu Gly Val 








80 










85 








90 








acg 


get 


ttc 


acc 


tea 


ctg 


cca 


gtt 


tac 


atg 


tac 


ttc aat 


ctg 


tgg 


acc 


487 


Thr 


Ala 


Phe 


Thr 


Ser 


Leu 


Pro 


Val 


Tyr 


Met 


Tyr 


Phe Asn 


Leu 


Trp 


Thr 








95 










100 








105 








514 


ate 


tgc 


egg 


aac 


acc 


aca 


tta 


gtg 


gag 














He 


Cys 


Arg 


Asn 


Thr 


Thr 


Leu 


Val 


Glu 


















110 










115 





















<210> 


119 


<211> 


326 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


74 . .325 


<221> 


sig_peptide 


<222> 


74. .133 


<223> 


score 4.4 




seq LRYVASAVFGVIG/SQ 



<400> 119 

gtgggcgggt ccaatcggct gggagecteg tggaggctga sattgettea cctgtggtat 
cagacatcac aac atg ggg etc acc aag cag tac eta cgc tat gtt get 
Met Gly Leu Thr Lys Gin Tyr Leu Arg Tyr Val Ala 
-20 -15 -10 

agt gcg gtc ttt ggc gtt ate ggc age caa aaa ggt aat att gtc ttt 
Ser Ala Val Phe Gly Val He Gly Ser Gin Lys Gly Asn He Val Phe 

-5 1 5 

gtg aca ctt cgt ggt gag aaa gga cgt tat gtg gca gta cca get tgt 
Val Thr Leu Arg Gly Glu Lys Gly Arg Tyr Val Ala Val Pro Ala Cys 
10 15 20 



96 



gaa cac gtt ttc ate wgg gac tta 
Glu His Val Phe lie Xaa Asp Leu 
25 30 
ctt cag ggg ctt aaa caa gaa gtt 
Leu Gin Gly Leu Lys Gin Glu Val 
45 

ggg eta cac tta get gtt ggg tat 
Gly Leu His Leu Ala Val Gly Tyr 
60 



agg aaa gga gag aag att ctt ate 253 
Arg Lys Gly Glu Lys lie Leu lie 

35 40 
act tgc tta tgc ccc tec cca gat 301 
Thr Cys Leu Cys Pro Ser Pro Asp 
50 55 



<210> 120 
<211> 212 
<212> DNA 

<213> Homo sapiens 





<220> 






<221> 


CDS 




<222> 


36. .212 


%** 


<221> 


sigjpeptide 




<222> 


36..83 


y \ 


<223> 


score 8.9 






seq FLLSLPTPPSASG/HE 



<400> 120 

gttgatggcc ccgactgaag ggctggaggc ggtgt atg ccg ctg ttc ttg ctg 53 

Met Pro Leu Phe Leu Leu 
-15 

teg etc ccg aca cct ccg tec get tct ggt cat gag agg aga cag agg 
Ser Leu Pro Thr Pro Pro Ser Ala Ser Gly His Glu Arg Arg Gin Arg 
-10 -5 I 5 

cct gaa gca aag aca tct ggg tea gag aaa aag tat tta agg gee atg 
Pro Glu Ala Lys Thr Ser Gly Ser Glu Lys Lys Tyr Leu Arg Ala Met 

10 15 20 

caa gee aat cgt age caa ctg cac agt cct cca gga act gga age agt 
Gin Ala Asn Arg Ser Gin Leu His Ser Pro Pro Gly Thr Gly Ser Ser 

25 30 35 

gag gat gee tea ace 
Glu Asp Ala Ser Thr 
40 



101 



149 



197 



212 



<210> 121 
<211> 464 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 150. .464 

<221> sig_peptide 
<222> 150. .230 
<223> score 5.2 



97 



4 



seq WMSALFLGVGVRA/EE 



60 



agg 
Arg 

<210> 122 
<211> 329 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 144 . .329 

<221> sig_peptide 
<222> 144 . .203 
<223> score 9.3 

seq LFLCYLLLFTCSG/VE 



221 



269 



<400> 121 

gwattcctcg gtatatcttg gggactggag gacctgtctg gttattatac agacgcataa 
ctggaggtgg gatccacaca gctcagaaca gctggatctt gctcagtctc tgccagggga 120 
agattccttg gaggaggccc tgcagcgac atg gag gga get get ttg ctg aga 173 

Met Glu Gly Ala Ala Leu Leu Arg 
-25 -20 
gtc tct gtc etc tgc ate tgg atg agt gca ctt ttc ctt ggt gtg gga 
Val Ser Val Leu Cys He Trp Met Ser Ala Leu Phe Leu Gly Val Gly 

-15 -10 "5 

gtg agg gca gag gaa get gga gcg agg gtg caa caa aac gtt cca agt 
Val Arg Ala Glu Glu Ala Gly Ala Arg Val Gin Gin Asn Val Pro Ser 

15 10 
ggg aca gat act gga gat cct caa agt aag ccc etc ggt gac tgg get 317 
Gly Thr Asp Thr Gly Asp Pro Gin Ser Lys Pro Leu Gly Asp Trp Ala 

15 20 25 

get ggc ace atg gac cca gag age agt ate ttt att gag gat gee att 
O Ala Gly Thr Met Asp Pro Glu Ser Ser He Phe He Glu Asp Ala He 

30 35 40 45 

tfi aag tat ttc aag gaa aaa gtg age aca cag aat ctg eta etc ctg ctg 413 

Lys Tyr Phe Lys Glu Lys Val Ser Thr Gin Asn Leu Leu Leu Leu Leu 
y 50 55 60 

,n act gat aat gag gec tgg aac gga ttc gtg get get get gaa ctg ccc 461 
.« Thr Asp Asn Glu Ala Trp Asn Gly Phe Val Ala Ala Ala Glu Leu Pro 
^ 65 70 75 



365 



464 



<400> 122 

acacaagtga tgataaaaag ccagccttca geeggagaac cgtttactcg ctgctgtgcc 
catctatcag caggctccgg gctgaagatt gcttctcttc tctcctccaa ggtctagtga 
cggagcccgc gcgcggcgcc acc atg egg cag aag gcg gta teg ctt ttc ttg 

Met Arg Gin Lys Ala Val Ser Leu Phe Leu 
-20 -15 
tgc tac ctg ctg etc ttc act tgc agt ggg gtg gag gca ggt aag aaa 
Cys Tyr Leu Leu Leu Phe Thr Cys Ser Gly Val Glu Ala Gly Lys Lys 
-10 -5 1 5 



60 
120 
173 



221 



98 



Si a 



4*1 



aag tgc teg gag age teg gac age ggc tec ggg ttc tgg aag gec ctg 2 69 

Lys Cys Ser Glu Ser Ser Asp Ser Gly Ser Gly Phe Trp Lys Ala Leu 

10 15 20 

acc ttc atg gec gtc gga gga gna etc gca gtc gee ggg ctg ccc gcg 317 
Thr Phe Met Ala Val Gly Gly Xaa Leu Ala Val Ala Gly Leu Pro Ala 
25 30 35 



ctg ggc ttc acc 
Leu Gly Phe Thr 
40 

<210> 123 
<211> 467 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 57. .467 

<221> sig_peptide 
<222> 57. .110 
<223> score 7.1 

seq IFVLLLSAIVSIS/AX 



329 



59 
107 



~ <400> 123 

2 agttgtcttt ggtagttttt ttgeactaac ttcaggaacc agctcatgat ctcagg atg 
y Met 

tat gga aaa ata ate ttt gta tta eta ttg tea gca att gtg age ata 

3 Tyr Gly Lys He He Phe Val Leu Leu Leu Ser Ala He Val Ser He 
U -15 -10 -5 

tea gca tya agt acc act ggt gtg gca atg cac act tea acc tct tct 155 
Ser Ala Xaa Ser Thr Thr Gly Val Ala Met His Thr Ser Thr Ser Ser 

15 10 15 

tea gtc aca aag agt tac ate tea tea cag aca aat gat acg cac aaa 203 
Ser Val Thr Lys Ser Tyr He Ser Ser Gin Thr Asn Asp Thr His Lys 

20 25 30 

egg gac aca tat gca gec act cct aga get cat gaa gtt tea gaa att 251 
Arg Asp Thr Tyr Ala Ala Thr Pro Arg Ala His Glu Val Ser Glu He 

35 40 45 

tct gtt aga act gtt tac cct cca gaa gag gaa acc gga gaa agg gta 2 99 

Ser Val Arg Thr Val Tyr Pro Pro Glu Glu Glu Thr Gly Glu Arg Val 

50 55 60 

caa ctt gee cat cat ttc tct gaa cca gag ata aca etc att att ttt 347 
Gin Leu Ala His His Phe Ser Glu Pro Glu He Thr Leu He He Phe 

65 70 75 

ggg gtg atg get ggt gtt att gga acg ate etc tta att tct tac ggt 3 95 

Gly Val Met Ala Gly Val He Gly Thr He Leu Leu He Ser Tyr Gly 
80 85 90 95 

att cgc cga ctg ata aag aga caa gtg ate aat gag aat ctg ttc acc 443 
He Arg Arg Leu He Lys Arg Gin Val He Asn Glu Asn Leu Phe Thr 

100 105 HO 

aaa cca aat gtg gaa aga aca caa 
Lys Pro Asn Val Glu Arg Thr Gin 



467 



99 



115 

<210> 124 
<211> 426 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 182 . .424 

<221> sig_j>eptide 
<222> 182 . .253 
<223> score 10.9 

seq LAGLCCLVPVSLA/ED 



ata eg 
He 

<210> 125 
<211> 613 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 182 . . 613 

<221> sig_peptide 
<222> 182 . .253 
<223> score 10.9 

seq LAGLCCLVPVSLA/ED 



60 



180 
229 



277 



<400> 124 

agatcccagc cactggactt agcccctgtt tgctcctccg ataactgggg tgaccttggt 
^ taatattcac cagcagcctc ccccgttgcc cctctggatc cactgettaa ataeggaega 12 0 
yt sgacagggee ctgtctcctc agcttcaggc accaccactg acctgggaca gtgaatcgac **** 
^ a atg ccg tct tct gtc teg tgg ggc ate etc ctg ctg gca ggc ctg tgc 
N 8 Met Pro Ser Ser Val Ser Trp Gly He Leu Leu Leu Ala Gly Leu Cys 

yj -20 '15 -10 

%Q tgc ctg gtc cct gtc tec ctg get gag gat ccc cag gga gat get gee 

Cys Leu Val Pro Val Ser Leu Ala Glu Asp Pro Gin Gly Asp Ala Ala 

^ cag aag aca gat aca tec cac cat gat cag gat cac cca ace ttc aac 325 

L Gin Lys Thr Asp Thr Ser His His Asp Gin Asp His Pro Thr Phe Asn 
U 10 15 20 

^ aag ate acc ccc aac ctg get gag ttc gee ttc age eta tac age aca 373 

HJ Lys He Thr Pro Asn Leu Ala Glu Phe Ala Phe Ser Leu Tyr Ser Thr 

£ 25 30 35 40 

O cac age aca cag atg age aca cag cac aca cac aaa cgc aca gca cac 421 

S His Ser Thr Gin Met Ser Thr Gin His Thr His Lys Arg Thr Ala His 
^ 45 50 55 



426 



100 



<400> 125 

agatcccagc cactggactt agcccctgtt tgctcctccg ataactgggg tgaccttggt 
taatattcac cagcagcctc ccccgttgcc cctctggatc cactgcttaa atacggacga 
sgacagggcc ctgtctcctc agcttcaggc accaccactg acctgggaca gtgaatcgac 
a atg ccg tct tct gtc teg tgg ggc ate etc ctg ctg gca ggc ctg tgc 
Met Pro Ser Ser Val Ser Trp Gly He Leu Leu Leu Ala Gly Leu Cys 
-20 -15 -10 



tgc 


ctg 


gtc 


cct 


gtc 


tec 


ctg 


get 


9 a 9 


yaL 


ccc 


cag 


gga 


gat 


get 


gee 


Cys 


Leu 


Val 


Pro 


Val 


Ser 


Leu 


Ala 


Glu 
1 


Asp 


Pro 


Gin 


Gly Asp 


Ala 


Ala 


cag 


aag 


aca 


-5 
gat 


aca 


tec 


cac 


cat 


gac 


cag 


gat 


cac 


cca 


acc 


ttc 


aac 


Gin 


Lys 


Thr 


Asp 


Thr 


Ser 


His 


His 


Asp 


pi- 
Cjin 


Asp 


His 


Pro 


Thr 


Phe 


Asn 




10 










15 










20 










aag 


ate 


acc 


ccc 


aac 


ctg 


get 


gag 


ttc 


gee 


ttc 


age 


eta 


tac 


cgc 


cag 


Lys 


He 


Thr 


Pro 


Asn 


Leu 


Ala 


Glu 


Phe 


Ala 


Phe 


Ser 


Leu 


Tyr 


ni y 


Gin 


25 










30 










35 










40 


ctg 


gca 


cac 


cag 


tec 


aac 


age 


acc 


aat 


ate 


ttc 


ttc 


tec 


cca 


gtg 


age 


Leu 


Ala 


His 


Gin 


Ser 


Asn 


Ser 


Thr 


Asn 


He 


Phe 


Phe 


Ser 


Pro 


Val 


Ser 










45 










50 










55 




ate 


get 


aca 


gee 


ttt 


gca 


atg 


etc 


tec 


ctg 


ggg 


acc 


aag 


get 


gac 


act 


He 


Ala 


Thr 


Ala 


Phe 


Ala 


Met 


Leu 


Ser 


Leu 


Gly Thr 


Lys 


Ala 


Asp 


Thr 








60 










65 










70 






cac 


gat 


gaa 


ate 


ctg 


gag 


ggc 


ctg 


aat 


ttc 


aac 


etc 


acg 


gag 


att 


ccg 


His 


Asp 


Glu 


He 


Leu 


Glu 


Gly Leu 


Asn 


Phe 


Asn 


Leu 


Thr 


Glu 


He 


Pro 




75 










80 










85 








gag 


get 


cag 


ate 


cat 


gaa 


ggc 


ttc 


cag 


gaa 


etc 


ctn 


cgt 


acc 


etc 


aac 


Glu 


Ala 


Gin 


He 


His 


Glu 


Gly Phe 


Gin 


Glu 


Leu 


Leu 


Arg 


Thr 


Leu 


Asn 




90 










95 










100 










cag 


cca 


gac 


age 


cag 


etc 


cag 


ctg 


acc 


acc 


ggc 


aat 


ggc 


ctg 


ttc 


etc 


Gin 


Pro Asp 


Ser 


Gin 


Leu 


Gin 


Leu 


Thr 


Thr 


Gly 


Asn 


Gly 


Leu 


Phe 


Leu 


105 










110 










115 










120 



<210> 126 
<211> 480 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 146. .478 

<221> sig_ peptide 
<222> 146. .211 
<223> score 8.6 

seq PLPLLLVLALSQG/IL 



60 
120 
180 
229 



277 



325 



373 



421 



469 



517 



565 



613 



<400> 126 

acttttccct gctctcaccg ggegggggag agaagccctc tggacagctt ctagagtgtg 
caggttctcg tatccctcgg ccaagggtat cctctgcaaa cctctgcaaa cccagcgcaa 
ctacggtccc ccggtcagac ccagg atg ggg cca gaa egg aca ggg gec gcg 

Met Gly Pro Glu Arg Thr Gly Ala Ala 
-20 -15 
ccg ctg ccg ctg ctg ctg gtg tta gcg etc agt caa ggc att tta aat 



101 



m 

~s3 • 


<210> 


127 




<211> 


575 




<212> 


DNA 


. r^t: 


<213> 


Homo sapiens 




<220> 






<221> 


CDS 




<222> 


23 . .574 


a- 


<221> 
<222> 


sigjpeptide 
23 . .64 


E : 


<223> 


score 5 . 9 

seq AMRLILFFGALFG/HI 


r*! 







268 



Pro Leu Pro Leu Leu Leu Val Leu Ala Leu Ser Gin Gly He Leu Asn 

-10 -5 1 

tgt tgt ttg gcc tac aat gtt ggt etc cca gaa gca aaa ata ttt tec 
Cys Cys Leu Ala Tyr Asn Val Gly Leu Pro Glu Ala Lys He Phe Ser 

5 10 15 

ggt cct tea agt gaa cag ttt ggc tat gca gtg cag cag ttt ata aat 316 
Gly Pro Ser Ser Glu Gin Phe Gly Tyr Ala Val Gin Gin Phe He Asn 
20 25 30 35 

cca aaa ggc aac tgg tta ctg gtt ggt tea ccc tgg agt ggc ttt cct 364 
Pro Lys Gly Asn Trp Leu Leu Val Gly Ser Pro Trp Ser Gly Phe Pro 

40 45 50 

gag aac cga atg gga gat gtg tat aaa tgt cct gtt gac eta tec act 412 
Glu Asn Arg Met Gly Asp Val Tyr Lys Cys Pro Val Asp Leu Ser Thr 

55 60 65 

gcc aca tgt gaa aaa eta aat ttg caa act tea aca age att cca aat 
Ala Thr Cys Glu Lys Leu Asn Leu Gin Thr Ser Thr Ser He Pro Asn 

70 75 80 

gtt act gag atg ara acc aa 
Val Thr Glu Met Xaa Thr 

85 



460 



480 



<400> 127 

attctggact ccaggaaaac cc atg gcc atg agg ttg ate ctg ttt ttt ggt 52 

Met Ala Met Arg Leu He Leu Phe Phe Gly 
-10 -5 
gcc ctt ttt ggg cat ate tac tgt eta gaa aca ttt gtg gga gac caa 
Ala Leu Phe Gly His He Tyr Cys Leu Glu Thr Phe Val Gly Asp Gin 

15 10 
gtt ctt gag att gta cca age aat gaa gaa caa att aaa aat ctg eta 
Val Leu Glu He Val Pro Ser Asn Glu Glu Gin He Lys Asn Leu Leu 

15 20 25 

caa ttg gag get caa gaa cat etc cag ctt gat ttt tgg aaa tea ccc 
Gin Leu Glu Ala Gin Glu His Leu Gin Leu Asp Phe Trp Lys Ser Pro 

30 35 40 

acc acc cca ggg gag aca gcc cac gtc cga gtt ccc ttc gtc aac gtc 
Thr Thr Pro Gly Glu Thr Ala His Val Arg Val Pro Phe Val Asn Val 
45 50 55 60 

cag gca gtc aaa gtg ttc ttg gag tec cag gga att gcc tat tec ate 
Gin Ala Val Lys Val Phe Leu Glu Ser Gin Gly He Ala Tyr Ser He 



100 



148 



196 



244 



292 



102 











O D 










70 










75 




atg 


att 


gaa 


gac 


gtg 


cag 


gt c 


c* t" rr 

ctg 


ttg 


gac 


aaa 


crao 


aat 


aaa 


gaa 


atg 


Met 


lie 




Asp 


Vdl 




val 




Leu 


Asp 


Lys 


Glu 


Asn 


Glu 


Glu 


Met 








80 










85 










90 






ctt 


+- 4~ -1- 


— 4- 

aac 


agg 


aga 


aga 


y d d 




agt 


ggt 


aac 


ttc 


aat 


ttt 


ggg 


gec 


Leu 


Phe 


Asn 


Arg 


Arg 


Arg 


rj "1 n 


Arg 


Ser Gly 


Asn 


Phe 


Asn 


Phe 


Gly Ala 






95 










inn 










105 








tac 


cat 


ace 


ctg 


gaa 


9 a 9 




tec 


caa 


gaa 


atg 


gat 


aac 


etc 


gtg 


get 


Tyr 


HIS 


inr 


Leu. 


ulU 




X JL C 


Ser 


Gin 


Glu 


Met 


Asd 


Asn 


Leu 


Val 


Ala 


110 










115 










120 










gag 


cac 


cct 


99 1 


eta 


gtg 


age 


aaa 


gtg 


aat 


att 


aac 


tct 


tct 


ttt 


gag 


Glu 


His 


Pro 


Gly 


Leu 


Val 


Ser 


Lys 


Val 


Asn 


He 


Gly 


Ser 


Ser 


Phe 


Glu 


125 








130 










135 










140 


aac 


egg 


cct 


atg 


aac 


gtg 


etc 


aag 


ttc 


age 


ace 


gna 


gga 


gac 


aag 


cca 


Asn 


Arg 


Pro 


Met 


Asn 


Val 


Leu 


Lys 


Phe 


Ser 


Thr 


Xaa 


Gly Asp 


Lys 


Pro 








145 










150 










155 




get 


ate 


tgg 


ctg 


gat 


get 


999 


ate 


cat 


get 


cga 


gag 


tgg 


gtt 


a 




Ala 


He 


Trp 


Leu 


Asp Ala Gly 


He 


His 


Ala 


Arg 


Glu 


Trp 


Val 












160 










165 










170 







« <210> 128 

U\ <211> 462 

N 1 <212> DNA 

yj <213> Homo sapiens 

^ <220> 

<221> CDS 

^ <222> 137 . .460 



^ <221> sig_peptide 
^ <222> 137. .262 



<223> score 5.8 

seq GLIVGLAVGLTRS/CD 



<400> 128 

agagagaggg gtgtgggaaa gcgaaaacag getgecaaat caggggattc cttccaattt 
aaaaaggaag tetgetgacg ttagttagtt aaatttaaca tctttttatg tgtaacactt 
gactttggaa gcaaaa atg aac ttt gcg gag aga gag ggc tct aag aga tac 
Met Asn Phe Ala Glu Arg Glu Gly Ser Lys Arg Tyr 
-40 -35 
tgc att caa acg aaa cat gtg gec att etc tgt gcg gtg gtg gtg ggt 
Cys He Gin Thr Lys His Val Ala He Leu Cys Ala Val Val Val Gly 
-30 -25 -20 -15 

gta gga tta ata gtg gga ctt gee gtg ggc ttg ace aga teg tgt gac 
Val Gly Leu He Val Gly Leu Ala Val Gly Leu Thr Arg Ser Cys Asp 

-10 -5 1 

tec age ggg gac ggc ggg ccg ggc act gcg cca snt cct tec cac ctg 
Ser Ser Gly Asp Gly Gly Pro Gly Thr Ala Pro Xaa Pro Ser His Leu 

5 10 15 

cct tct tec acg gee age ccc tea ggt cct cct gee cag gac cag gac 
Pro Ser Ser Thr Ala Ser Pro Ser Gly Pro Pro Ala Gin Asp Gin Asp 

20 25 30 

ate tgc ccg gee agt gag gat gag age gga cag tgg aaa aac ttt cga 



340 



388 



436 



484 



532 



575 



60 
120 
172 



220 



268 



316 



364 



412 



103 



He Cys Pro Ala Ser Glu Asp Glu 
35 40 
ctg ccg gac ttc gtc aac cca gtc 
Leu Pro Asp Phe Val Asn Pro Val 
55 

tg 



Ser Gly Gin Trp Lys Asn Phe Arg 

45 50 
cac tac gac ctg cac gtg aag ccc 460 
His Tyr Asp Leu His Val Lys Pro 
60 65 

462 



<210> 129 
<211> 438 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 151. .438 



in 



s 



<221> sig_j>eptide 
<222> 151. .234 
<223> score 12.5 

seq LLLLLLLPLRGQA/NT 



<400> 129 

acgagaaggg gagggggccc agccctgctt tgggcaatcc ttgctctgac cactcagaca 



L ccc cac ctt ggg ctg aag ctg ctg ctg etc ctg ctg ctg ctg ccc etc 
u Pro His Leu Gly Leu Lys Leu Leu Leu Leu Leu Leu Leu Leu Pro Leu 
fU -20 -15 -10 "5 

agg ggc caa gec aac aca ggc tgc tac ggg ate cca ggg atg ccc ggc 
Arg Gly Gin Ala Asn Thr Gly Cys Tyr Gly He Pro Gly Met Pro Gly 

1 5 10 

ctg ccc ggg gca cca ggg aag gat ggg tac gac gga ctg ccg ggg ccc 
Leu Pro Gly Ala Pro Gly Lys Asp Gly Tyr Asp Gly Leu Pro Gly Pro 

15 20 25 

aag ggg gag cca gga ate cca gee att ccc ggg ate cga gga ccc aaa 
Lys Gly Glu Pro Gly He Pro Ala He Pro Gly He Arg Gly Pro Lys 

30 35 40 

ggg cag aag gga gaa ccc ggc tta ccc ggc cat cct ggg aaa aat ggc 
Gly Gin Lys Gly Glu Pro Gly Leu Pro Gly His Pro Gly Lys Asn Gly 
45 50 55 60 

ccc atg gga ccc cct ggg atg cca 
Pro Met Gly Pro Pro Gly Met Pro 
65 



60 
120 



ccgtgtcctc ttgcctggga gaggggaagc agatctgagg acatctctgt gccaggccag 
aaaccgccca cctgcagttc cttctccggg atg gac gtg ggg ccc age tec ctg 174 

Met Asp Val Gly Pro Ser Ser Leu 
-25 



222 



270 



318 



366 



414 



438 



<210> 130 
<211> 439 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 



104 



152 



200 



248 



<222> 45. .437 

<221> sig_peptide 
<222> 45. .98 
<223> score 8.2 

seq LLLLLLSFLAPWA/TI 

<400> 130 

tttttttcgc cctcccaccc gcactgcagt ctccagcctg agcc atg ggc cgc cga 56 

Met Gly Arg Arg 
-15 

gcc etc ctg etc ctg ctt ctg tct ttt ctg gcg ccc tgg gec acc ata 104 
Ala Leu Leu Leu Leu Leu Leu Ser Phe Leu Ala Pro Trp Ala Thr He 

-10 -5 1 

gcc etc egg ccg gmc tta agg gcc etc ggc age eta cac ttg cca acc 
Ala Leu Arg Pro Xaa Leu Arg Ala Leu Gly Ser Leu His Leu Pro Thr 

5 10 15 

aac ccc aca tec etc ccg get gta gcc aag aac tat teg gtt etc tac 
3 Asn Pro Thr Ser Leu Pro Ala Val Ala Lys Asn Tyr Ser Val Leu Tyr 
*0 20 25 30 

U1 ttc caa cag aag gtt gat cat ttt gga ttt aat act gtg aaa act ttt 
%* Phe Gin Gin Lys Val Asp His Phe Gly Phe Asn Thr Val Lys Thr Phe 
Ui 35 40 45 50 

aat cag egg tac eta gta get gat aaa tac tgg aag aaa aat ggt gga 296 
Asn Gin Arg Tyr Leu Val Ala Asp Lys Tyr Trp Lys Lys Asn Gly Gly 

55 60 65 

tea ata ctt ttc tac act ggt aat gaa ggg gac att ate tgg nnt tgt 
Ser He Leu Phe Tyr Thr Gly Asn Glu Gly Asp He He Trp Xaa Cys 

70 75 80 

aat aac acg ggg ttc atg tgg gat gtg get gag gaa ctg aaa get atg 
Asn Asn Thr Gly Phe Met Trp Asp Val Ala Glu Glu Leu Lys Ala Met 

85 90 95 

ttg gtg ttt get gaa cat cga ata eta tgg aag agt etc tec cct tt 
Leu Val Phe Ala Glu His Arg He Leu Trp Lys Ser Leu Ser Pro 
100 105 HO 

<210> 131 
<211> 190 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 7 . .189 

<221> sig_peptide 
<222> 7. .66 
<223> score 4.8 

seq PLTVSLVLEGSEA/RH 



344 



392 



439 



<400> 131 

cccctt atg teg ggt ata aag ccc etc ccg etc aca gtt tec eta gtc 



48 



105 



Met Ser Gly He Lys Pro Leu Pro Leu Thr Val Ser Leu Val 
-20 -15 " 10 

etc gaa ggc teg gaa gec cgt cac cat gtc gtg cga gtc gtc tat ggt 
Leu Glu Gly Ser Glu Ala Arg His His Val Val Arg Val Val Tyr Gly 

-5 1 5 10 

tct egg gta ctg gga tat teg tgg ggt gag tgc cgt etc aac ggt aga 
Ser Arq Val Leu Gly Tyr Ser Trp Gly Glu Cys Arg Leu Asn Gly Arg 

15 20 25 

gee get egg tea aag aga ctg acg egg aga ggg cac tea cct aga a 
Ala Ala Arg Ser Lys Arg Leu Thr Arg Arg Gly His Ser Pro Arg 
30 35 40 

<210> 132 
<211> 408 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 222 . .407 

<221> sig_peptide 
<222> 222 . .284 
<223> score 8.4 

seq CAVLALVLAPAGA/FR 



^ <400> 132 

a _ agctaaatga caggatgeag gcgacttgag acacaaaaag agaagegtte ctctcggatc 

O caggcattgc ctcgctgctt tcttttctcc aagaeggget gaggattgta cagctctagg 

fU cggagttggg getcttegga tegcttagat tctcctcttt getgeattte cccccacgtc 

fy ctcgttctcc cgcgtctgcc tgcggacccg gagaagggag a atg gag agg ggg ctg 

"sb Met Glu Arg Gly Leu 

% ~ 20 
S ccg etc etc tgc gec gtg etc gee etc gtc etc gee ccg gec ggy get 
M Pro Leu Leu Cys Ala Val Leu Ala Leu Val Leu Ala Pro Ala Gly Ala 
-15 -10 -5 

ttt cgc aac gat aaa tgt ggc gat act ata aaa att gaa age ccc ggg 
Phe Arg Asn Asp Lys Cys Gly Asp Thr He Lys He Glu Ser Pro Gly 
15 10 15 

tac ctt aca tct cct ggt tat cct cat tct tat cac cca agt gaa aaa 
Tyr Leu Thr Ser Pro Gly Tyr Pro His Ser Tyr His Pro Ser Glu Lys 

20 25 30 

tgc gaa tgg ctg att cag get ccg gac c 
Cys Glu Trp Leu He Gin Ala Pro Asp 
35 40 

<210> 133 
<211> 379 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 



96 



144 



190 



60 
120 
180 
236 



284 



332 



380 



408 



106 



<222> 54 . .377 

<221> sig_peptide 
<222> 54. .131 
<223> score 7.4 

seq GVWLLLLQGGSA/YK 



IU 



<400> 133 

aagtggataa aagacctaga gaatgtgtat cccagaagaa gctggccaag gat atg 

Met 

gga gca acc acc atg gac cag aag tct etc tgg gca ggt gta gtg gtc 
Gly Ala Thr Thr Met Asp Gin Lys Ser Leu Trp Ala Gly Val Val Val 
_25 -20 "15 -10 

ttg ctg ctt etc cag gga gga tct gec tac aaa ctg gtt tgc tac ttt 
Leu Leu Leu Leu Gin Gly Gly Ser Ala Tyr Lys Leu Val Cys Tyr Phe 

-5 1 5 

acc aac tgg tec cag gac egg cag gaa cca gga aaa ttc acc cct gag 
Thr Asn Trp Ser Gin Asp Arg Gin Glu Pro Gly Lys Phe Thr Pro Glu 

10 15 20 

aat att gac ccc ttc eta tgc tct cat etc ate tat tea ttc gee age 
Asn He Asp Pro Phe Leu Cys Ser His Leu He Tyr Ser Phe Ala Ser 

25 30 35 

ate gaa aac aac aag gtt ate ate aag gac aag agt gaa gtg atg etc 
He Glu Asn Asn Lys Val He He Lys Asp Lys Ser Glu Val Met Leu 
40 45 50 55 

tac cag acc ate aac agt etc aaa acc aag aat ccc aaa ctg aaa att 
Tvr Gin Thr He Asn Ser Leu Lys Thr Lys Asn Pro Lys Leu Lys He 

60 65 70 

etc ttg tec att gga ggg tac tgt ttg gtt cca aa 
Leu Leu Ser He Gly Gly Tyr Cys Leu Val Pro 
75 80 

<210> 134 
<211> 463 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 220. .462 

<221> sig_peptide 
<222> 220. .288 
<223> score 4.2 

seq YLHLAFLMTTVFS/LS 



56 
104 

152 

200 

248 

296 

344 

379 



<400> 134 

gacatgtgct ttagttgcag tggaaaggaa atgtgtcatc tgtggtttgg ttttaaaagt 
ggaaaactag ctgeacatat ccttttttac tgcagattta ctttaaggct catattctcc 
aagtctattc tgctttaaaa agaagacaag aaaagaagtg gtttatcaaa ateaegttat 
aatcagattt tgaccaagca ttttgtaaga ttgccaagt atg ccc acg gac atg 

Met Pro Thr Asp Met 



107 



4 



gaa cac aca gga cat tac 
Glu His Thr Gly His Tyr 
-15 

ttt tct ttg tct cct gga 
Phe Ser Leu Ser Pro Gly 
1 

aac agt act tct tec tgg 
Asn Ser Thr Ser Ser Trp 
15 20 
aac caa aat gaa aac att 
Asn Gin Asn Glu Asn lie 
35 

tat aaa ggt aat tct aca 
Tyr Lys Gly Asn Ser Thr 
50 



eta cat ctt gec ttt ctg 
Leu His Leu Ala Phe Leu 
-10 

aca aaa gca aac tat acc 
Thr Lys Ala Asn Tyr Thr 
5 10 
gat tea gtt att caa aac 
Asp Ser Val He Gin Asn 
25 

aac aca aac cct ata act 
Asn Thr Asn Pro He Thr 
40 

aac atg cct gaa aca tct 
Asn Met Pro Glu Thr Ser 
55 



-20 

atg aca aca gtt 282 
Met Thr Thr Val 
-5 

cgt ctg tgg get 330 
Arg Leu Trp Ala 

aag aca ggc aga 378 
Lys Thr Gly Arg 
30 

cct gaa gta gat 426 
Pro Glu Val Asp 
45 

c 463 



<210> 135 
<211> 555 
<212> DNA 
<213> Homo sapiens 



60 
115 



N 8 <220> 
y <221> CDS 

yp <222> 101. .553 

Jp s <221> sig_peptide 
y <222> 101. .238 

<223> score 3.9 
^ seq PTLFTSSMSQVLA/NS 

fU 

<400> 135 

O ctttctttct tagecaaate accaaaatgt ccagttagaa caagaattta geattctgea 
^ aaagaagtta acagctgaga taacgaggaa atattctgaa atg gat ccc aaa tat 
*** Met Asp Pro Lys Tyr 

-45 

ttc ate tta att ttg ttt tgt gga cac ctg aac aat aca ttt ttt tea 163 
Phe He Leu He Leu Phe Cys Gly His Leu Asn Asn Thr Phe Phe Ser 

-40 -35 "30 

aag aca gag aca att aca aca gag aag cag tea cag cct acc tta ttc 211 
Lys Thr Glu Thr He Thr Thr Glu Lys Gin Ser Gin Pro Thr Leu Phe 
-25 -20 -15 -10 

aca tea tea atg tea cag gta ttg get aat tct caa aac aca aca ggg 259 
Thr Ser Ser Met Ser Gin Val Leu Ala Asn Ser Gin Asn Thr Thr Gly 

-5 1 5 

aat cct ttg ggt caa cca aca caa ttc age gac act ttt tct gga caa 307 
Asn Pro Leu Gly Gin Pro Thr Gin Phe Ser Asp Thr Phe Ser Gly Gin 

10 15 20 

tea ata tea cct gee aaa gtc act get gga caa cca aca cca get gkc 
Ser He Ser Pro Ala Lys Val Thr Ala Gly Gin Pro Thr Pro Ala Xaa 

25 30 35 

tat acc tct tct gaa aaa cca gaa gca cat act tct get gga caa cca 
Tyr Thr Ser Ser Glu Lys Pro Glu Ala His Thr Ser Ala Gly Gin Pro 



355 



403 



108 




# 



5 V 



40 45 50 55 

ctt gcc tac aac acc aaa caa cca aac acc aat age caa mac etc etc 
Leu Ala Tyr Asn Thr Lys Gin Pro Asn Thr Asn Ser Gin Xaa Leu Leu 

60 65 70 

cca gca age cgt gtt cac etc tgc cag aca act acc ate tgc ccg tac 
Pro Ala Ser Arg Val His Leu Cys Gin Thr Thr Thr He Cys Pro Tyr 

75 80 85 

ttc tac cac aca acc acc aaa gtc att tgt eta tac ttt tac tea aca 
Phe Tyr His Thr Thr Thr Lys Val He Cys Leu Tyr Phe Tyr Ser Thr 

90 95 100 

ate ate at 
He He 
105 





<210> 


136 




<211> 


293 




<212> 


DNA 




<213> 


Homo sapiens 




<220> 
<221> 


CDS 


y i 


<222> 


55. .291 










<221> 
<222> 


sig_peptide 
55. .123 




<223> 


score 5 . 5 

seq ALALXTVMSXCGG/EX 



451 



499 



547 



555 



57 



153 



201 



249 



<400> 136 

acaatttnst ctayagctca gaacagcaac tgetgadget gccttgggaa raag atg 

Met 

ate eta aac aaa get ctg atg mtg ggr gcc etc gcc ctg amm acm gtg 105 
He Leu Asn Lys Ala Leu Met Xaa Gly Ala Leu Ala Leu Xaa Thr Val 

-20 -15 " 10 

atg age yet tgt gga ggt gaa sac att rts gmt gac cac gtw gch tct 
Met Ser Xaa Cys Gly Gly Glu Xaa He Xaa Xaa Asp His Val Ala Ser 

-5 1 5 10 

tac rgt gta aac ttg tac cak yet tac ggt ccc tct ggc cag ttc acc 
Tyr Xaa Val Asn Leu Tyr Xaa Xaa Tyr Gly Pro Ser Gly Gin Phe Thr 

15 20 25 

cat gaa ttt gat gga gay gag gag ttc tat gtg gac ctg gag agg aak 
His Glu Phe Asp Gly Asp Glu Glu Phe Tyr Val Asp Leu Glu Arg Xaa 

30 35 40 

gag ast gtc tgg aag ttg cct ctg ttc cay aga mtt aga ttt ga 293 
Glu Xaa Val Trp Lys Leu Pro Leu Phe His Arg Xaa Arg Phe 
45 50 55 

<210> 137 
<211> 352 
<212> DNA 
<213> Homo sapiens 

<220> 



109 



<221> CDS 
<222> 62 . .352 

<221> sig_peptide 
<222> 62 . .130 
<223> score 6.9 

seq ALALTTVMSPCGG/ED 



HI 



ate 
He 

<210> 138 
<211> 454 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 31. .453 

<221> sigj>eptide 
<222> 31. .78 
<223> score 13.3 

seq LLLLLAFLLPTGA/EA 



60 
109 



157 



205 



<400> 137 

aggtcctcac aattgetcta carctcagaa cagcaactgc traggctgee ttgggaagag 
g atg ate eta aac aaa get ctg atg ctg ggg gee cty gee ctg acc ace 
Met He Leu Asn Lys Ala Leu Met Leu Gly Ala Leu Ala Leu Thr Thr 
-20 -15 -10 

gtg atg age ccy tgt gga ggt gaa gac att gtg get gac cay gty gee 
Val Met Ser Pro Cys Gly Gly Glu Asp He Val Ala Asp His Val Ala 

-5 1 5 

tct tay ggt gta aac ttg tac cag tct tay ggt ccc tct ggs cag tac 
Ser Tyr Gly Val Asn Leu Tyr Gin Ser Tyr Gly Pro Ser Gly Gin Tyr 
10 15 20 25 

asc cat gaa ttt gat gga gay gag sag ttc tay gtg gac ctg grg agg 253 
Xaa His Glu Phe Asp Gly Asp Glu Xaa Phe Tyr Val Asp Leu Xaa Arg 

30 35 40 

aag gag act gtc tgg ygn ttg cct gtt eye aga ttt aga aga ttt gac 
Lys Glu Thr Val Trp Xaa Leu Pro Val Xaa Arg Phe Arg Arg Phe Asp 

45 50 55 

ccg caa ttt gca ctg aca aac ate get gtg eta aaa cat aac ttg aac 
Pro Gin Phe Ala Leu Thr Asn He Ala Val Leu Lys His Asn Leu Asn 
60 65 70 



301 



349 



352 



<400> 138 

agcaactgac tgggcagect ttcaggaaag atg cag cca etc ctg ctt ctg ctg 54 

Met Gin Pro Leu Leu Leu Leu Leu 
-15 -10 
gec ttt etc eta ccc act ggg get gag gca ggg gag ate ate gga ggc 
Ala Phe Leu Leu Pro Thr Gly Ala Glu Ala Gly Glu He He Gly Gly 
-5 1 5 



102 



110 



246 



294 



342 



390 



egg gag age agg ccc cac tec cgc ccc tac atg gcg tat ctt cag ate 150 

Arg Glu Ser Arg Pro His Ser Arg Pro Tyr Met Ala Tyr Leu Gin He 

10 15 20 

cag agt cca gca ggt cag age aga tgt gga ggg ttc ctg gtg cga gaa 198 

Gin Ser Pro Ala Gly Gin Ser Arg Cys Gly Gly Phe Leu Val Arg Glu 

25 30 35 40 

gac ttt gtg ctg aca gca get cat tgc tgg gga age aat ata aat gtc 

Asp Phe Val Leu Thr Ala Ala His Cys Trp Gly Ser Asn He Asn Val 

45 50 55 

acc ctg ggc gec cac aat ate cag aga egg gaa aac ace cag caa cac 

Thr Leu Gly Ala His Asn He Gin Arg Arg Glu Asn Thr Gin Gin His 

60 65 70 

ate act gcg cgc aga gee ate cgc cac cct caa tat aat cag egg acc 

He Thr Ala Arg Arg Ala He Arg His Pro Gin Tyr Asn Gin Arg Thr 

75 80 85 

ate cag aat gac ate atg tta ttg cag ctg age aga aga gtc aga egg 

He Gin Asn Asp He Met Leu Leu Gin Leu Ser Arg Arg Val Arg Arg 

90 95 100 

~ aat sgw rac gtg aac cca gtg get ctg eta gag cca gga ggg act gag 438 

w Asn Xaa Xaa Val Asn Pro Val Ala Leu Leu Glu Pro Gly Gly Thr Glu 

# 105 HO 115 120 

5F5 454 

f 5 acc egg gac get gtg c 

H= Thr Arg Asp Ala Val 

W 125 

J <210> 139 

uf\ <211> 577 

7" <212> DNA 

~ <213> Homo sapiens 

mi 

<220> 

<221> CDS 
J5 <222> 167. .577 

W 

p <221> sig_j?eptide 
<222> 167. .217 
<223> score 6.9 

seq LFLTMLTLALVKS / QD 



60 
120 
175 



<400> 139 

ctcctcctcy tcctgccgcc gmrsncgctg cmrgacttcg ccagatcaga cccacggggc 
tgccctcccc tgcgcactcc cctcgctgcc cgggcccgga gcgcassngg ccgcacaggt 
atttttgetg tgctgtgcaa ggaactctgc tagctcaaga ttcaca atg ttg aaa 

Met Leu Lys 
-15 

gee ctt ttc eta act atg ctg act ctg gcg ctg gtc aag tea cag gac 223 
Ala Leu Phe Leu Thr Met Leu Thr Leu Ala Leu Val Lys Ser Gin Asp 

-10 -5 1 

acc gaa gaa acc ate acg tac acg caa tgc act gac gga tat gag tgg 271 
Thr Glu Glu Thr He Thr Tyr Thr Gin Cys Thr Asp Gly Tyr Glu Trp 

5 10 15 

gat cct gtg aga cag caa tgc aaa gat att gat gaa tgt gac att gtc 319 
Asp Pro Val Arg Gin Gin Cys Lys Asp He Asp Glu Cys Asp He Val 



111 




# 



m 

2 s i 



367 



415 



463 



511 



559 



577 



20 25 30 

cca gac get tgt waa ggt gga atg aag tgt gtc aac cac tat gga gga 
Pro Asp Ala Cys Xaa Gly Gly Met Lys Cys Val Asn His Tyr Gly Gly 
35 40 45 50 

tas etc tgc ctt ccg aaa aca gec cag att att gtc aat aat gaa cag 
Xaa Leu Cys Leu Pro Lys Thr Ala Gin He He Val Asn Asn Glu Gin 

55 60 65 

cct cag cag gaa aca caa cca gca gaa gga acc tea ggg gca acc acc 
Pro Gin Gin Glu Thr Gin Pro Ala Glu Gly Thr Ser Gly Ala Thr Thr 

70 75 80 

ggg gtt gta get gec nnc age atg gca acc agt gna gtg ttg mnn ggg 
Gly Val Val Ala Ala Xaa Ser Met Ala Thr Ser Xaa Val Leu Xaa Gly 

85 90 95 

ggt ggt ttt gtg gec agt get get gca gtc gca ggc cct gaa atg cag 
Gly Gly Phe Val Ala Ser Ala Ala Ala Val Ala Gly Pro Glu Met Gin 

100 105 HO 

act ggc egg aat aac ttt 
Thr Gly Arg Asn Asn Phe 
115 120 

<210> 140 
<211> 424 
<212> DNA 
<213> Homo sapiens 

_ <220> 
£ <221> CDS 

<222> 12 . .422 

^ <221> sigjpeptide 

<222> 12. .110 

^ <223> score 8.5 

45 seq LSFCVLLAGLCRG/NS 



<400> 140 

agagaggcaa g atg get acg gca ggg ggt ggc tct ggg get gac ccg gga 
Met Ala Thr Ala Gly Gly Gly Ser Gly Ala Asp Pro Gly 
-30 -25 
agt egg ggt etc ctt cgc ctt ctg tct ttc tgc gtc eta eta gca ggt 
Ser Arg Gly Leu Leu Arg Leu Leu Ser Phe Cys Val Leu Leu Ala Gly 
-20 -15 -10 " 5 

ttg tgc agg gga aac tea gtg gag agg aag ata tat ate ccc tta aat 146 
Leu Cys Arg Gly Asn Ser Val Glu Arg Lys He Tyr He Pro Leu Asn 

15 10 
aaa aca get ccc tgt gtt cgc ctg etc aac gec act cat cag att ggc 194 
Lys Thr Ala Pro Cys Val Arg Leu Leu Asn Ala Thr His Gin He Gly 

15 20 25 

tgc cag tct tea att agt gga gac aca ggg gtt ate cac gta gta gag 
Cys Gin Ser Ser He Ser Gly Asp Thr Gly Val He His Val Val Glu 

30 35 40 

aaa gag gag gac eta cag tgg gta ttg act gat ggc ccc aac ccc cct 
Lys Glu Glu Asp Leu Gin Trp Val Leu Thr Asp Gly Pro Asn Pro Pro 
45 50 55 60 



50 



98 



242 



290 



112 



tac 


atg 


gtt 


ctg 


ctg 


gag 


age 


aag 


cac 


ttt 


acc 


agg 




Tyr 


Met 


Val 


Leu 


Leu 


Glu 


Ser 


Lys 


His 


Phe 


Thr 


Arg 


Asp 








65 










70 








aag 


ctg 


aaa 


ggg 


aga 


acc 


age 


cga 


att 


get 


ggt 


ctt 


gca 


Lys 


Leu 


Lys 


Gly 


Arg 


Thr 


Ser 


Arg 


He 


Ala Gly 


Leu 


Ala 






80 










85 










acc 


aag 


ccc 


agt 


cct 


gcc 


tea 


ggc 


ttc 


tct 


cct 


agt 


gt 


Thr 


Lys 


Pro 


Ser 


Pro 


Ala 


Ser Gly 


Phe 


Ser 


Pro 


Ser 






95 










100 













75 



90 



<210> 


141 


<211> 


490 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


118 . .489 


<221> 


sig_j?eptide 


<222> 


118. .168 


<223> 


score 13 




seq IFFLLCLAGRALA/AP 



338 



386 



424 



60 
117 
165 



■S33T 

m 



Jg <400> 141 

j\ gagtggtttc ctgttgcctg tctctaaacc cctccacatt cccgcggtcc ttcagactgc 

ccggagagcg cgctctgcct gccgcctgcc tgcctgccac tgagggttcc cagcacc 
%, atg agg gcc tgg ate ttc ttt etc ctt tgc ctg gcc ggg agg gcc ttg 
5; Met Arg Ala Trp He Phe Phe Leu Leu Cys Leu Ala Gly Arg Ala Leu 
fiJ -15 -10 -5 

vi gca gcc cct cag caa gaa gcc ctg cct gat gag aca gag gtg gtg gaa 213 
=P Ala Ala Pro Gin Gin Glu Ala Leu Pro Asp Glu Thr Glu Val Val Glu 
6 1 5 10 15 

O gaa act gtg gca gag gtg act gag gta tct gtg gga get aat cct gtc 
Glu Thr Val Ala Glu Val Thr Glu Val Ser Val Gly Ala Asn Pro Val 

20 25 30 

cag gtg gaa gta gga gaa ttt gat gat ggt gca gag gaa acc gaa gag 
Gin Val Glu Val Gly Glu Phe Asp Asp Gly Ala Glu Glu Thr Glu Glu 

35 40 45 

gag gtg gtg gcg gaa aat ccc tgc cag aac cac cac tgc aaa cac ggc 
Glu Val Val Ala Glu Asn Pro Cys Gin Asn His His Cys Lys His Gly 

50 55 60 

aag gtg tgc gag ctg gat gag aac aac acc ccc atg tgc gtg tgc cag 
Lys Val Cys Glu Leu Asp Glu Asn Asn Thr Pro Met Cys Val Cys Gin 

65 70 75 

gac ccc acc age tgc cca gcc ccc att ggc gag ttt gag aag gtg tgc 
Asp Pro Thr Ser Cys Pro Ala Pro He Gly Glu Phe Glu Lys Val Cys 
80 85 90 95 

age aat gac aac aag acc ttc gac tct tec tgc cac t 
Ser Asn Asp Asn Lys Thr Phe Asp Ser Ser Cys His 
100 105 

<210> 142 



261 



309 



357 



405 



453 



490 



113 



<211> 304 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 118. .303 

<221> sig_j>eptide 
<222> 118 . . 168 
<223> score 13 

seq IFFLLCLAGRALA/AP 



<400> 142 

gagtggtttc ctgttgcctg tctctaaacc cctccacatt cccgcggtcc ttcagactgc 60 
ccggagagcg cgctctgcct gccgcctgcc tgcctgccac tgagggttcc cagcacc 
atg agg gcc tgg ate ttc ttt etc ctt tgc ctg gec ggg agg gec ttg 
~ Met Arg Ala Trp He Phe Phe Leu Leu Cys Leu Ala Gly Arg Ala Leu 
^ -15 -10 -5 



m 



gca gcc cct cag caa gaa gcc ctg cct gat gag aca gag gtg gtg gaa 
Ala Ala Pro Gin Gin Glu Ala Leu Pro Asp Glu Thr Glu Val Val Glu 

15 10 15 

gaa act gtg gca gag gtg act gag gta tct gtg gga get aat cct gtc 
Glu Thr Val Ala Glu Val Thr Glu Val Ser Val Gly Ala Asn Pro Val 

o r- -in 



fc j3 " ~" 20 25 30 

J% cag gtg gaa gta gga gaa ttc ata ctt aat aaa caa ttt agg a 

T Gin Val Glu Val Gly Glu Phe He Leu Asn Lys Gin Phe Arg 
%> 35 40 45 



■rS ; 


<210> 


143 


iCS 


<211> 


335 




<212> 


DNA 




<213> 


Homo sapiens 










<220> 






<221> 


CDS 




<222> 


118. .333 




<221> 


sig_j?eptide 




<222> 


118. .168 




<223> 


score 13 






seq IFFLLCLAGRALA/AP 



117 
165 



213 



261 



304 



<400> 143 

gagtggtttc ctgttgcctg tctctaaacc cctccacatt cccgcggtcc ttcagactgc 
ccggagagcg cgctctgcct gccgcctgcc tgcctgccac tgagggttcc cagcacc 
atg agg gcc tgg ate ttc ttt etc ctt tgc ctg gcc ggg agg gcc ttg 
Met Arg Ala Trp He Phe Phe Leu Leu Cys Leu Ala Gly Arg Ala Leu 

-15 -10 -5 

gca gcc cct cag caa gaa gcc ctg cct gat gag aca gag gtg gtg gaa 
Ala Ala Pro Gin Gin Glu Ala Leu Pro Asp Glu Thr Glu Val Val Glu 
15 10 15 



114 



gaa act gtg gca gag gtg act gag gta tct gtg gga get aat cct gtc 261 
Glu Thr Val Ala Glu Val Thr Glu Val Ser Val Gly Ala Asn Pro Val 

20 25 30 

caa aat gaa att cat tgt etc etc caa acc tct acc acc aaa aca agt 309 
Gin Asn Glu He His Cys Leu Leu Gin Thr Ser Thr Thr Lys Thr Ser 

35 40 45 

gtg ttg ctt ctg ggt tec cat ctg tc 335 
Val Leu Leu Leu Gly Ser His Leu 
50 55 





<210> 


144 




<211> 


305 




<212> 


DNA 




<213> 


Homo sapiens 




<220> 






<221> 


CDS 




<222> 


41. .304 


0 


<221> 


sigjpeptide 




<222> 


41. .178 


m 


<223> 


score 6.5 






seq LLIFVLLPKWNT/SD 



,p B <400> 144 

% caaaacatca gaggttgtca gactgcccta tcctctccaa atg aaa tct tea ggt 55 

Met Lys Ser Ser Gly 
L -45 

P cca cct tct tac ttt att aaa agg gaa teg tgg ggc tgg aca gac ttt 103 
Hi Pro Pro Ser Tyr Phe He Lys Arg Glu Ser Trp Gly Trp Thr Asp Phe 
Oj -40 -35 -30 

jz eta atg aac ccg atg gtt atg atg atg gtt ctt cct tta ttg ata ttt 151 
« Leu Met Asn Pro Met Val Met Met Met Val Leu Pro Leu Leu He Phe 
S -25 -20 -15 -10 

~* gtg ctt ctg cct aaa gtg gtc aac aca agt gat cct gac atg aga egg 199 
Val Leu Leu Pro Lys Val Val Asn Thr Ser Asp Pro Asp Met Arg Arg 

-5 1 5 

gaa atg gag cag tea atg aat atg ctg aat tec aac cat gag ttg cct 247 
Glu Met Glu Gin Ser Met Asn Met Leu Asn Ser Asn His Glu Leu Pro 

10 15 20 

gat gtt tct gag ttc atg aca aga etc ttc tct tea aaa tea tct ggc 295 
Asp Val Ser Glu Phe Met Thr Arg Leu Phe Ser Ser Lys Ser Ser Gly 
25 30 35 

305 

aaa tct age a 
Lys Ser Ser 
40 

<210> 145 
<211> 415 
<212> DNA 
<213> Homo sapiens 

<220> 



115 



<400> 146 

aggtgcggga agtctgaagc cggtaaac atg gcc gtc acc gac age etc age 

Met Ala Val Thr Asp Ser Leu Ser 
-25 -20 
egg get gcg act gtc ttg gca act gtg ttg etc ttg tec ttc ggc age 
Arg Ala Ala Thr Val Leu Ala Thr Val Leu Leu Leu Ser Phe Gly Ser 



60 
120 



<221> CDS 
<222> 146. .415 

<221> sig_peptide 
<222> 146. .289 
<223> score 4.1 

seq VFMLIVSVLALIP/ET 

<400> 145 

aagagagegg gaagecgage tgggcgagaa gtaggggagg gcggtgctcc gccgcggtgg 
eggttgetat cgcttcgcag aacctactca ggcagccagc tgagaagagt tgagggaaag 
tgetgetget gggtctgcag aegeg atg gat aac gtg cag ccg aaa ata aaa 172 

Met Asp Asn Val Gin Pro Lys He Lys 
-45 "40 
cat cgc ccc ttc tgc ttc agt gtg aaa ggc cac gtg aag atg ctg egg 220 
His Arg Pro Phe Cys Phe Ser Val Lys Gly His Val Lys Met Leu Arg 

-35 -30 -25 

ctg gat att ate aac tea ctg gta aca aca gta ttc atg etc ate gta 
*2 Leu Asp He He Asn Ser Leu Val Thr Thr Val Phe Met Leu He Val 
**y -20 -15 " 10 

Syi tct gtg ttg gca ctg ata cca gaa acc aca aca ttg aca gtt ggt gga 
^ Ser Val Leu Ala Leu He Pro Glu Thr Thr Thr Leu Thr Val Gly Gly 
U -5 1 5 

*S ggg gtg ttt gca ctt gtg aca gca gta tgc tgt ctt gcc gac ggg gcc 
*fi Gly Val Phe Ala Leu Val Thr Ala Val Cys Cys Leu Ala Asp Gly Ala 
*B 10 15 20 25 

ctt att tac egg aag ctt ctg ttc aat ccc age ggt cct tac cag aaa 412 
^ Leu He Tyr Arg Lys Leu Leu Phe Asn Pro Ser Gly Pro Tyr Gin Lys 
« 30 35 40 

lU 415 
*s aag 

^ Lys 

Q <210> 146 
P <211> 461 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 29. .460 

<221> sig_j>eptide 
<222> 29. .109 
<223> score 8.6 

seq ATVLLLSFGSVAA/SH 



268 



316 



364 



52 



100 



116 



148 



196 



244 



292 



340 



388 



-15 -10 " 5 

gtg gcc get agt cat ate gag gat caa gca gaa caa ttc ttt aga agt 
Val Ala Ala Ser His He Glu Asp Gin Ala Glu Gin Phe Phe Arg Ser 

1 5 10 

ggc cat aca aac aac tgg get gtt ctg gtg tgt aca tec cga ttc tgg 
Gly His Thr Asn Asn Trp Ala Val Leu Val Cys Thr Ser Arg Phe Trp 

15 20 25 

ttt aat tat cga cat gtt gca aat acc ctt tct gtt tat aga agt gtc 
Phe Asn Tyr Arg His Val Ala Asn Thr Leu Ser Val Tyr Arg Ser Val 
30 35 40 45 

aag agg eta ggt att cct gac agt cac att gtc eta atg ctt gca gat 
Lys Arg Leu Gly He Pro Asp Ser His He Val Leu Met Leu Ala Asp 

50 55 60 

gat atg gcc tgt aat cct aga aat ccc aaa cca get aca gtg ttt agt 
Asp Met Ala Cys Asn Pro Arg Asn Pro Lys Pro Ala Thr Val Phe Ser 

65 70 75 

cac aag aat atg gaa eta aat gtg tat gga gat gat gtg gaa gtg gat 
His Lys Asn Met Glu Leu Asn Val Tyr Gly Asp Asp Val Glu Val Asp 
80 85 90 

5 tat aga agt tat gag gta act gtg gag aat ttt tta egg gta nta act 436 
'^i Tyr Arg Ser Tyr Glu Val Thr Val Glu Asn Phe Leu Arg Val Xaa Thr 
in 95 100 105 

^ 999 agg ate cca cct agt act cct c 
U Gly Arg He Pro Pro Ser Thr Pro 
0) HO H5 

,Jj <210> 147 

s <211> 649 

]U <212> DNA 

<213> Homo sapiens 

^ <220> 
*P <221> CDS 

Q <222> 269. .649 

<221> sig_peptide 
<222> 269. .337 
<223> score 4.1 

seq LHIL1LILLFVAT/LD 



461 



<400> 147 

gagagaaaga gaaaegggag caagagagaa ggaggcccag acagtgaggg caggagggag 
agaagagacg cagaaggaga gegagegaga gagaaagggt tctggattgg aggggagagc 
aagggaggga ggaaggcggt gagagaggcg ggggectegg gagggtgaaa ggagggagga 
gaagggcggg geaeggagge ccgagegagg gacaagactc cgactccagc tctgactttt 
ttcgcggctc tcggcttcca ctgcagcc atg tea etc etc ttg ctg gtg gtc 

Met Ser Leu Leu Leu Leu Val Val 
-20 

tea gcc ctt cac ate etc att ctt ata ctg ctt ttc gtg gcc act ttg 
Ser Ala Leu His He Leu He Leu He Leu Leu Phe Val Ala Thr Leu 
-15 -10 "5 1 

gac aag tec wgg tgg act etc cct ggg aaa gag tec ctg aat etc tgg 
Asp Lys Ser Xaa Trp Thr Leu Pro Gly Lys Glu Ser Leu Asn Leu Trp 



60 
120 
180 
240 
292 



340 



388 



117 



5 10 15 

tac gac tgc acg tgg aac aac gac acc aaa aca tgg gcc tgc agt aat 
Tyr Asp Cys Thr Trp Asn Asn Asp Thr Lys Thr Trp Ala Cys Ser Asn 

20 25 30 

gtc age gag aat ggc tgg ctg aag gcg gtg cag gtc etc atg gtg etc 
Val Ser Glu Asn Gly Trp Leu Lys Ala Val Gin Val Leu Met Val Leu 

35 40 45 

tec etc att etc tgc tgt etc tec ttc ate ctg ttc atg ttc cag etc 
Ser Leu He Leu Cys Cys Leu Ser Phe He Leu Phe Met Phe Gin Leu 
50 55 60 65 

tac acc atg cga cga gga ggt etc ttc tat gcc acc ggc etc tgc cag 
Tyr Thr Met Arg Arg Gly Gly Leu Phe Tyr Ala Thr Gly Leu Cys Gin 

70 75 80 

ctt tgc acc age gtg gcg gtg ttt act nnn gcc ttg ate tat gcc att 
Leu Cys Thr Ser Val Ala Val Phe Thr Xaa Ala Leu He Tyr Ala He 

85 90 95 

cac gcc gag gag ate ctg gag 
His Ala Glu Glu He Leu Glu 
100 

<210> 148 



yi <211> 547 

N* <212> DNA 

§jj <213> Homo sapiens 

■j\ <220> 

% <221> CDS 

y <222> 269. .547 

<221> sig_peptide 

^ <222> 269. .406 



436 



484 



532 



580 



628 



649 



<223> score 9.8 

seq VLMVLSLILCCLS/FI 



<400> 148 

gagagaaaga gaaaegggag caagagagaa ggaggcccag acagtgaggg caggagggag 60 
agaagagacg cagaaggaga gegagegaga gagaaagggt tctggattgg aggggagagc 120 
aagggaggga ggaaggcggt gagagaggcg ggggectegg gagggtgaaa ggagggagga 180 
gaagggcggg geaeggagge ccgagegagg gacaagactc cgactccagc tctgactttt 240 
ttcgcggctc tcggcttcca ctgcagcc atg tea etc etc ttg ctg gtg gtc 292 

Met Ser Leu Leu Leu Leu Val Val 
-45 -40 
tea gcc ctt cac ate etc att ctt ata ctg ctt ttc gtg ggc mac ttt 
Ser Ala Leu His He Leu He Leu He Leu Leu Phe Val Gly Xaa Phe 

-35 -30 -25 

gga caa ggc tgg ctg aag gcg gtg cag gtc etc atg gtg etc tec etc 
Gly Gin Gly Trp Leu Lys Ala Val Gin Val Leu Met Val Leu Ser Leu 

-20 -15 -10 

att etc tgc tgt etc tec ttc ate ctg ttc atg ttc cag etc tac rsc 
He Leu Cys Cys Leu Ser Phe He Leu Phe Met Phe Gin Leu Tyr Xaa 

- 5 15 10 
atg cga cga gga ggt etc ttc tat gcc asc ggc etc tgc cag ctt tgc 
Met Arg Arg Gly Gly Leu Phe Tyr Ala Xaa Gly Leu Cys Gin Leu Cys 



340 



388 



436 



484 



118 



y i 



■sw 



- T? 




15 20 25 

acc age gtg gcg gtg ttw act nnn gec ttg ate tat gec att cac gee 
Thr Ser Val Ala Val Xaa Thr Xaa Ala Leu He Tyr Ala He His Ala 

30 35 40 

gag gag ate ctg gag 
Glu Glu He Leu Glu 
45 



<210> 


14 9 


<211> 


415 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


4 . .414 


<221> 


sigjpeptide 


<222> 


4 . .120 


<223> 


score 5.5 




seq LLLRAAFQSLLDA/QA 



532 



547 



48 



96 



<400> 149 

aca atg gag etc teg gag tct gtg cag aaa ggc ttc cag atg ctg gcg 
Met Glu Leu Ser Glu Ser Val Gin Lys Gly Phe Gin Met Leu Ala 
-35 -30 -25 

gat ccc cgc tec ttc gac tec aac gec ttc acg ctt etc etc egg gcg 
Asp Pro Arg Ser Phe Asp Ser Asn Ala Phe Thr Leu Leu Leu Arg Ala 
-20 -15 " 10 

m gca ttc cag agt ctg ctg gac gec cag gcg gac gag gec gtg tta gat 144 
Ala Phe Gin Ser Leu Leu Asp Ala Gin Ala Asp Glu Ala Val Leu Asp 

-5 1 5 

cat cca gac ttg aaa cat ate gac cca gtg gtt tta aaa cat tgt cat 
His Pro Asp Leu Lys His He Asp Pro Val Val Leu Lys His Cys His 

10 15 20 

gca gca get gca act tac ata eta gag gca gga aag cac cga get gac 
Ala Ala Ala Ala Thr Tyr He Leu Glu Ala Gly Lys His Arg Ala Asp 
25 30 35 40 

aag tea act eta age act tat eta gaa gac tgt aaa ttt gac aga gag 
Lys Ser Thr Leu Ser Thr Tyr Leu Glu Asp Cys Lys Phe Asp Arg Glu 

45 50 55 

cga ata gaa ctg ttt tgc acg gaa tat cag aat aat aag aat tec eta 
Arg He Glu Leu Phe Cys Thr Glu Tyr Gin Asn Asn Lys Asn Ser Leu 

60 65 70 

gaa ate eta ctg gga agt ata ggc aga tct etc cct cat ata acg gat 
Glu He Leu Leu Gly Ser He Gly Arg Ser Leu Pro His He Thr Asp 

75 80 85 

gtt tct tgg cgc ttg gaa tat cag ata aag a 
Val Ser Trp Arg Leu Glu Tyr Gin He Lys 
90 95 

<210> 150 
<211> 285 



192 



240 



288 



336 



384 



415 



119 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 74 . .283 

<221> sig_peptide 
<222> 74 . .151 
<223> score 9.3 

seq MXPLLWLLPXXWA/VP 



iU 



35 40 

<210> 151 
<211> 659 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 174. .659 

<221> sigjpeptide 
<222> 174. .221 
<223> score 5.6 

seq KWLLCMLLVLGTA/IV 



<400> 150 

actctcgggg agggagttgg ggaagctggg ttggctgggt tggtagctcc tacctactgt 60 
gtggcaagaa ggt atg ggt cat gaa cag aac caa gga get gcg ctg eta 109 
Met Gly His Glu Gin Asn Gin Gly Ala Ala Leu Leu 
-25 -20 -15 

cag atg thw cca ctt ctg tgg ctg eta ccc cam wee tgg gec gtc cct 157 
t Gin Met Xaa Pro Leu Leu Trp Leu Leu Pro Xaa Xaa Trp Ala Val Pro 

y _ 10 -5 i 

11 gaa rgg ttt cct ate get gaa gtg ttc acg ctg aag ccc ctg gag ttt 205 

* Glu Xaa Phe Pro He Ala Glu Val Phe Thr Leu Lys Pro Leu Glu Phe 
iJ 5 10 15 

fi ggc aag ccc aac act ttg gtc tgt wtt rwc agt aat etc ttc cca ccc 253 

Q Gly Lys Pro Asn Thr Leu Val Cys Xaa Xaa Ser Asn Leu Phe Pro Pro 
3 20 25 30 

7 atg ctg aca gtg aam wgg cag cat cat tec gt 2 85 

U Met Leu Thr Val Xaa Xaa Gin His His Ser 



<400> 151 

agggcttcgt gcggtgaggc tcgctcgcgc ggcagsrgat ggccgaggcc tcttggttct 
gcggcacgtg aeggteggge cgcctccgcc tctctcttta ctgcggcgcg gggcaaggtg 
tgcgggcggg aaggggcacg ggcacccccg cggtccycgg gaggctagag ate atg 

Met 

gaa ggg aag tgg ttg ctg tgt atg tta ctg gtg ctt gga act get att 
Glu Gly Lys Trp Leu Leu Cys Met Leu Leu Val Leu Gly Thr Ala He 
-15 -10 "5 1 



60 
120 
176 

224 



120 



320 



368 



gtt gag get cat gat gga cat gat gat gat gtg att gat att gag gat 2 72 

Val Glu Ala His Asp Gly His Asp Asp Asp Val He Asp He Glu Asp 

5 10 15 

gac ctt gac gat gtc att gaa gag gta gaa gac tea aaa cca gat acc 
Asp Leu Asp Asp Val He Glu Glu Val Glu Asp Ser Lys Pro Asp Thr 

20 25 30 

act get cct cct tea tct ccc aag gtt act tac aaa get cca gtt cca 
Thr Ala Pro Pro Ser Ser Pro Lys Val Thr Tyr Lys Ala Pro Val Pro 

35 40 45 

aca ggg gaa gta tat ttt get gat tct ttt gac aga gga act ctg tea 416 
Thr Gly Glu Val Tyr Phe Ala Asp Ser Phe Asp Arg Gly Thr Leu Ser 
50 55 60 65 

ggg tgg att tta tec aaa gee aag aaa gac gat acc gat gat gaa att 464 
Gly Trp He Leu Ser Lys Ala Lys Lys Asp Asp Thr Asp Asp Glu He 

70 75 80 

gee aaa tat gat gga aag tgg gag gta gag gaa atg aag gag tea aag 512 
Ala Lys Tyr Asp Gly Lys Trp Glu Val Glu Glu Met Lys Glu Ser Lys 

85 90 95 

ctt cca ggt gat aaa gga ctt gtg ttg atg tct egg gee aag cat cat 560 
Leu Pro Gly Asp Lys Gly Leu Val Leu Met Ser Arg Ala Lys His His 

100 105 HO 

gee ate tct get aaa ctg aac aag ccc ttc ctg ttt gac acc aag cct 608 
Ala He Ser Ala Lys Leu Asn Lys Pro Phe Leu Phe Asp Thr Lys Pro 
115 120 125 

%B etc att gtt cag tat gag gtt aat ttc caa aat gga ata gaa tgt ggt 656 
Leu He Val Gin Tyr Glu Val Asn Phe Gin Asn Gly He Glu Cys Gly 
130 135 140 145 

ggt 
Gly 



659 



<210> 152 
<211> 629 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 144. .629 

<221> sig_peptide 
<222> 144. .191 
<223> score 5.6 

seq KWLLCMLLVLGTA/IV 



<400> 152 

agggcttcgt gcggtgaggc tcgctcgcgc ggcagsrgat ggccgaggcc tcttggttct 60 
gcggcacgtg aeggteggge cgcctccgcc tcyctcttta ctgcggcgcg ggcaccccsg 12 0 
cggtcctcgg gaggctagag ate atg gaa ggg aag tgg ttg ctg tgt atg tta 173 

Met Glu Gly Lys Trp Leu Leu Cys Met Leu 
-15 -10 
ctg gtg ctt gga act get att gtt gag get cat gat gga cat gat gat 221 
Leu Val Leu Gly Thr Ala He Val Glu Ala His Asp Gly His Asp Asp 
-5 15 10 



121 





<210> 


153 


S3 S 


<211> 


290 


= XT 
S3 = 


<212> 


DNA 




<213> 


Homo sapiens 










<220> 






<221> 


CDS 




<222> 


39. .290 




<221> 


sig_peptide 




<222> 


39. .86 




<223> 


score 11.9 






seq VLLSWLLALSSA/QS 



317 



365 



gat gtg att gat att gag gat gac ctt gac gat gtc att gaa gag gta 269 
Asp Val He Asp He Glu Asp Asp Leu Asp Asp Val He Glu Glu Val 

15 20 25 

gaa gac tea aaa cca gat acc act get cct cct tea tct ccc aag gtt 
Glu Asp Ser Lys Pro Asp Thr Thr Ala Pro Pro Ser Ser Pro Lys Val 

30 35 40 

act tac aaa get cca gtt cca aca ggg gaa gta tat ttt get gat tct 
Thr Tyr Lys Ala Pro Val Pro Thr Gly Glu Val Tyr Phe Ala Asp Ser 

45 50 55 

ttt gac aga gga act ctg tea ggg tgg att tta tec aaa gec aag aaa 413 
Phe Asp Arg Gly Thr Leu Ser Gly Trp He Leu Ser Lys Ala Lys Lys 

60 65 70 

gac gat acc gat gat gaa att gee aaa tat gat gga aag tgg gag gta 4 61 

Asp Asp Thr Asp Asp Glu He Ala Lys Tyr Asp Gly Lys Trp Glu Val 
75 80 85 90 

gag gaa atg aag gag tea aag ctt cca ggt gat aaa gga ctt gtg ttg 509 
Glu Glu Met Lys Glu Ser Lys Leu Pro Gly Asp Lys Gly Leu Val Leu 

95 100 105 

atg tct egg gec aag cat cat gec ate tct get aaa ctg aac aag ccc 557 
Met Ser Arg Ala Lys His His Ala He Ser Ala Lys Leu Asn Lys Pro 
110 H5 120 

PsS " f ttc ctg ttt gac acc aag cct etc att gtt cag tat gag gtt aat ttc 605 
^ Phe Leu Phe Asp Thr Lys Pro Leu He Val Gin Tyr Glu Val Asn Phe 
UJ 125 130 135 

*%B caa aat gga ata gaa tgt ggt ggt 629 
M3 Gin Asn Gly He Glu Cys Gly Gly 
J\ 14 0 14 5 



<400> 153 

aacgeagagt tgggagcaac tccagagcct ccttcaag atg ctg ctg gtc ctg etc 56 

Met Leu Leu Val Leu Leu 
-15 

tea gtg gtc ctt ctg get ctg age tea get cag age aca gat aat gat 104 

Ser Val Val Leu Leu Ala Leu Ser Ser Ala Gin Ser Thr Asp Asn Asp 

-10 -5 1 5 

gtg aac tat gaa gac ttt act ttc acc ata cca gat gta gag gac tea 152 

Val Asn Tyr Glu Asp Phe Thr Phe Thr He Pro Asp Val Glu Asp Ser 

10 15 20 

agt cag aga cca gat cag gga ccc cag aga cct cct cct gaa gga etc 200 



122 




Ser Gin Arg Pro Asp Gin Gly Pro Gin Arg Pro Pro Pro Glu Gly Leu 

25 30 35 

eta cct aga ccc cct ggt gat agt ggt aac caa gat gat ggt cct cag 
Leu Pro Arg Pro Pro Gly Asp Ser Gly Asn Gin Asp Asp Gly Pro Gin 

40 45 50 

cag aga cca cca aaa cca gga ggc cat cac cgc cat cct ccc 
Gin Arg Pro Pro Lys Pro Gly Gly His His Arg His Pro Pro 
55 60 65 

<210> 154 

<211> 460 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 10. .459 

<221> sig_peptide 
<222> 10. .99 
<223> score 12.2 

seq LLLLLLCVFLVKS/QG 



:-y3 <400> 154 

J3 ctagtctac atg aaa agg atg gtt tct tgg age ttc cac aaa ctt aaa acc 
■f* Met Lys Arg Met Val Ser Trp Ser Phe His Lys Leu Lys Thr 

-30 -25 -20 

L atg aaa cat eta tta ttg eta eta ttg tgt gtt ttt eta gtt aag tec 
" Met Lys His Leu Leu Leu Leu Leu Leu Cys Val Phe Leu Val Lys Ser 
IU _ 15 -10 -5 

W caa ggt gtc aac gac aat gag gag ggt ttc ttc agt gec cgt ggt cat 
£ Gin Gly Val Asn Asp Asn Glu Glu Gly Phe Phe Ser Ala Arg Gly His 
Q 1 5 10 15 

O cga ccc ctt gac aag aag aga gaa gag get ccc age ctg agg cct gee 
Arg Pro Leu Asp Lys Lys Arg Glu Glu Ala Pro Ser Leu Arg Pro Ala 

20 25 30 

cca ccg ccc ate agt gga ggt ggc tat egg get cgt cca gec aaa gca 
Pro Pro Pro He Ser Gly Gly Gly Tyr Arg Ala Arg Pro Ala Lys Ala 

35 40 45 

get gec act caa aag aaa gta gaa aga aaa gec cct gat get gga ggc 
Ala Ala Thr Gin Lys Lys Val Glu Arg Lys Ala Pro Asp Ala Gly Gly 

50 55 60 

tgt ctt cac get gac cca gac ctg ggg gtg ttg tgt cct aca gga tgt 
Cys Leu His Ala Asp Pro Asp Leu Gly Val Leu Cys Pro Thr Gly Cys 
65 70 75 80 

cag ttg caa gag get ttg eta caa cag gaa agg cca ate aga aat agt 
Gin Leu Gin Glu Ala Leu Leu Gin Gin Glu Arg Pro He Arg Asn Ser 

85 90 95 

gtt gat gag tta aat aac aat gtg gaa get gtt tec cag acc tec tct 
Val Asp Glu Leu Asn Asn Asn Val Glu Ala Val Ser Gin Thr Ser Ser 

100 105 HO 

tct tec ttt cag tac atg tat ttg c 
Ser Ser Phe Gin Tyr Met Tyr Leu 



248 



290 



51 



99 



147 



195 



243 



291 



339 



387 



435 



460 



123 



115 120 

<210> 155 
<211> 363 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 10. .363 

<221> sig_peptide 
<222> 10 . . 99 
<223> score 12 .2 

seq LLLLLLCVFLVKS/QG 



=a s 



<400> 155 

* ctagtctac atg aaa agg atg gtt tct tgg age ttc cac aaa ctt aaa acc 
Met Lys Arg Met Val Ser Trp Ser Phe His Lys Leu Lys Thr 
L D -30 -25 -20 

^ atg aaa cat eta tta ttg eta eta ttg tgt gtt ttt eta gtt aag tec 
I* Met Lys His Leu Leu Leu Leu Leu Leu Cys Val Phe Leu Val Lys Ser 
Ly -15 -10 "5 

%Q caa ggt gtc aac gac aat gag gag ggt ttc ttc agt gee cgt ggt cat 
*n Gin Gly Val Asn Asp Asn Glu Glu Gly Phe Phe Ser Ala Arg Gly His 

..s 15 10 15 

*** cga ccc ctt gac aag aag aga gtg ccc tec cga gta gec ggg acc aca 
L Arg Pro Leu Asp Lys Lys Arg Val Pro Ser Arg Val Ala Gly Thr Thr 
U 20 25 30 

U ggc acc cgc cac cac gec caa eta att ttt gta ttt tta gta gag aca 
" Gly Thr Arg His His Ala Gin Leu He Phe Val Phe Leu Val Glu Thr 
35 40 45 

ggg ttt cac ctt att ggc cag gtt ggt eta gaa ctt cag acc tea agt 
Gly Phe His Leu He Gly Gin Val Gly Leu Glu Leu Gin Thr Ser Ser 

50 55 60 

cat ctg ccc acc tea gee tec caa agt gta ggg att tea ggt ggg age 
His Leu Pro Thr Ser Ala Ser Gin Ser Val Gly He Ser Gly Gly Ser 
65 70 75 80 

cac tgc acc age acc ccc aac gee 
His Cys Thr Ser Thr Pro Asn Ala 
85 

<210> 156 
<211> 333 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 97. .333 

<221> sig_j>eptide 
<222> 97. .216 



51 



99 



147 



195 



243 



291 



339 



363 



124 



<223> score 4.3 

seq LVPVFLLPAKLAS/AQ 



■a? 



162 



210 



258 



306 



<400> 156 

actctctcag cttcagaggg aaaaaatggt tgtagatttc tggacttggg agcagacatt 60 
tcaagaacta atccaagagg caaaaccccg ggccac atg gac get gaa gtt gga 114 

Met Asp Ala Glu Val Gly 
-40 '35 
tgg caa cct tea get aga ctg cct ggc tea agg gtg gaa gca ata cca 
Trp Gin Pro Ser Ala Arg Leu Pro Gly Ser Arg Val Glu Ala He Pro 

-30 -25 -20 

aca gag age att tgg ctg gtt ccg gtg ttc etc ctg cca gcg aag ttg 
Thr Glu Ser He Trp Leu Val Pro Val Phe Leu Leu Pro Ala Lys Leu 

-15 -10 "5 

get tec gee caa gtg cag att ctg tgc cac acg tac tgg gag cac tgg 
Ala Ser Ala Gin Val Gin He Leu Cys His Thr Tyr Trp Glu His Trp 

1 5 10 

aca tec cag ggt cag gtg cgt atg agg etc ttt ggc caa agg tgc cag 
Thr Ser Gin Gly Gin Val Arg Met Arg Leu Phe Gly Gin Arg Cys Gin 
15 20 25 30 

Us aag tgc tec tgg tec caa tat gag atg 333 
N= Lys Cys Ser Trp Ser Gin Tyr Glu Met 
W 35 

JJ <210> 157 

% fi <211> 487 

^ <212> DNA 

2^ <213> Homo sapiens 

LH <220> 

fU <221> CDS 

=P <222> 189. .485 

s c 
Set? 

Q <221> sig_peptide 
* <222> 189. .230 
<223> score 4 

seq ALLTAFSSSVAVT/DK 



60 
120 
180 
230 



<400> 157 

agecatttet actttgcccg cccacagatg tagttttctc tgcgcgtgtg cgttttccct 
cctccccgcc ctcagggtcc acggccacca tggegtatta ggggcagcag tgcctgcggc 
ageattggee tttgeagegg cggcagcagc accaggctct geageggcaa cccccagcgg 
ettaagee atg gcg ctt etc acg gca ttc age age age gtt get gta ace 
Met Ala Leu Leu Thr Ala Phe Ser Ser Ser Val Ala Val Thr 
-10 -5 
gac aaa gac ace ttc gaa tta age aca ttc etc gat tec age aaa gca 278 
Asp Lys Asp Thr Phe Glu Leu Ser Thr Phe Leu Asp Ser Ser Lys Ala 
1 5 10 15 

ccg caa cat gac cga aat gag ctt cct gag cag cga ggt gtt ggt ggg 326 
Pro Gin His Asp Arg Asn Glu Leu Pro Glu Gin Arg Gly Val Gly Gly 

20 25 30 

gga ctt gat gtc ccc ttc gac cmg teg ggt ttg ggg get gaa gaa age 374 



125 



Gly Leu Asp Val Pro Phe Asp Xaa Ser Gly Leu Gly Ala Glu Glu Ser 

35 40 45 

eta ggt etc tta gat gat tac ctg grg gtg gee aag cac ttc aaa cct 422 
Leu Gly Leu Leu Asp Asp Tyr Leu Xaa Val Ala Lys His Phe Lys Pro 

50 55 60 

cat ggg ttc tec age gac aag get aag gcg ggc tec tec gaa tgg ctg 470 
His Gly Phe Ser Ser Asp Lys Ala Lys Ala Gly Ser Ser Glu Trp Leu 

75 80 



65 70 
get gtg gat ggg ttg gt 
Ala Val Asp Gly Leu 
85 



487 



<210> 158 
<211> 216 
<212> DNA 
<213> Homo sapiens 



<220> 
^ <221> CDS 

<222> 26. .214 



5W 



<221> sig_peptide 
<222> 26. .91 
<223> score 3.7 

seq VGASASATPWRA/AR 



<400> 158 

agtccttaaa acceggagga gcggg atg gcg cgc ttt gac tct gga gtg gga 

Met Ala Arg Phe Asp Ser Gly Val Gly 
-20 -15 



52 



100 



gtg gga gcg age get tct gcg act cca gtt gtg aga gec gca agg gca 
Val Gly Ala Ser Ala Ser Ala Thr Pro Val Val Arg Ala Ala Arg Ala 

-10 -5 1 

tgg gaa ttg acg cca etc acc gac ccc cag tct caa tct caa cgc tgt 148 
Trp Glu Leu Thr Pro Leu Thr Asp Pro Gin Ser Gin Ser Gin Arg Cys 

5 10 15 

gag gaa acc teg act ttg cca ggt ccc caa ggg cag egg ggc teg gcg 
Glu Glu Thr Ser Thr Leu Pro Gly Pro Gin Gly Gin Arg Gly Ser Ala 
20 25 30 35 

age gag gca ccc ttc ycc gc 
Ser Glu Ala Pro Phe Xaa 
40 



196 



216 



<210> 159 
<211> 413 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 92 . .412 

<221> sig_peptide 



126 



<222> 92 . .160 
<223> score 13.6 

seq LVLLLLVLLPTDA/SV 



■ser 



U1 



If? 3 



<210> 160 
<211> 403 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 120. .401 

<221> sigjpeptide 
<222> 120 . .200 
<223> score 9.8 

seq LIPLIFLISGAEA/AS 



208 



<400> 159 

cagttgcttt gggaagtgtt tgggaccaga tggattgtag ggagtagggt acaatacagt 60 
ctgktctcct ccagctcctt ctttctgcaa c atg ggg aag aac aaa etc ctt 112 

Met Gly Lys Asn Lys Leu Leu 
-20 

cat cca agt ctg gtt ctt etc etc ttg gtc etc ctg ccc aca gac gec 160 
His Pro Ser Leu Val Leu Leu Leu Leu Val Leu Leu Pro Thr Asp Ala 

-15 -10 -5 

tea gtc tct gga aaa ccg cag tat atg gtt ctg gtc ccc tec ctg etc 
Ser Val Ser Gly Lys Pro Gin Tyr Met Val Leu Val Pro Ser Leu Leu 
1 5 10 15 

cac act gag acc act gag aag ggc tgt gtc ctt ctg age tac ctg aat 2 56 

His Thr Glu Thr Thr Glu Lys Gly Cys Val Leu Leu Ser Tyr Leu Asn 
20 25 30 

2 gag aca gtg act gta agt get tec ttg gag tct gtc agg gga aac agg 3 04 

Glu Thr Val Thr Val Ser Ala Ser Leu Glu Ser Val Arg Gly Asn Arg 
35 40 45 

H age etc ttc act gac ctg gag gcg gag aat gac gta etc cac tgt gtc 3 52 

% 5 Ser Leu Phe Thr Asp Leu Glu Ala Glu Asn Asp Val Leu His Cys Val 
C s 50 55 60 

£f gee ttc get gtc cca aag tct tea tec aat gag gag gta atg ttc etc 400 
=fl Ala Phe Ala Val Pro Lys Ser Ser Ser Asn Glu Glu Val Met Phe Leu 
65 70 75 80 

~ ^ 413 

Q act gtc caa gtg a 

TU Thr Val Gin Val 



<400> 160 

atataagcag aggagctgtc cgtgtgctga aacggcccga gaagctcgcc eggagaaegg 
ggaggaatat gctgtggagc tcctctgcca tataaacaaa aagaggaaat ctttcaaac 
atg get gaa gca aag acc cac tgg ctt gga gca gee ctg tct ctt ate 
Met Ala Glu Ala Lys Thr His Trp Leu Gly Ala Ala Leu Ser Leu He 

-25 -20 -15 

cct tta att ttc etc ate tct ggg get gaa gca get tea ttt cag aga 
Pro Leu He Phe Leu He Ser Gly Ala Glu Ala Ala Ser Phe Gin Arg 



127 



-10 

aac cag ctg ctt cag aaa 
Asn Gin Leu Leu Gin Lys 
10 

aag ttt ccc agt cct gaa 
Lys Phe Pro Ser Pro Glu 
25 

etc cga caa caa get cat 
Leu Arg Gin Gin Ala His 
40 

tac caa ggt gtc tct gtc 
Tyr Gin Gly Val Ser Val 
55 



-5 1 
gaa cca gac etc agg ttg 
Glu Pro Asp Leu Arg Leu 
15 

atg ate agg get ttg gag 
Met lie Arg Ala Leu Glu 
30 

aag gaa gaa age age cca 
Lys Glu Glu Ser Ser Pro 
45 

ccc ctt cag caa aaa gaa 
Pro Leu Gin Gin Lys Glu 
60 65 



5 

gaa aat gtc caa 263 
Glu Asn Val Gin 
20 

tac ata gaa aac 311 
Tyr lie Glu Asn 
35 

gat tat aat ccc 359 

Asp Tyr Asn Pro 

50 

aat ggc ga 4 03 

Asn Gly 



<210> 161 
<211> 459 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 17 . .457 

<221> sig_peptide 
<222> 17 . . 106 
<223> score 8.8 

seq ALLLALGVERALA/LP 



<400> 161 

accaagggaa eggaaa atg gcg cct cac ggc ccg ggt agt ctt acg acc ctg 
Met Ala Pro His Gly Pro Gly Ser Leu Thr Thr Leu 
-30 -25 



gtg 


ccc 


tgg 


get 


gee 


gec 


ctg 


etc 


etc 


get 


Val 


Pro 


Trp 


Ala 


Ala 


Ala 


Leu 


Leu 


Leu 


Ala 








-15 










-10 




ctg 


gcg 


eta 


ccc 


gag 


ata 


tgc 


acc 


caa 


tgt 


Leu 


Ala 


Leu 


Pro 


Glu 


He 


Cys 
5 


Thr 


Gin 


Cys 


ttg 


tea 


1 

aaa 


gtg 


gee 


ttt 


tat 


tgt 


aaa 


acg 


Leu 


Ser 


Lys 


Val 


Ala 


Phe 


Tyr 


Cys 


Lys 


Thr 


15 










20 










cat 


gee 


cgt 


tgc 


tgc 


ctg 


aat 


cag 


aag 


ggc 


His 


Ala 


Arg 


Cys 


Cys 


Leu 


Asn 


Gin 


Lys 


Gly 










35 










40 


etc 


cag 


aac 


tgt 


tct 


ctg 


gag 


gac 


cct 


ggt 


Leu 


Gin 


Asn 


Cys 


Ser 


Leu 


Glu 


Asp 


Pro 


Gly 








50 










55 




cat 


acc 


act 


gtc 


ate 


ata 


gac 


ctg 


caa 


gca 


His 


Thr 


Thr 


Val 


lie 


He 


Asp 


Leu 


Gin 


Ala 






65 










70 






ttg 


gec 


aac 


acc 


ttc 


cgt 


ggc 


ttt 


act 


cag 


Leu 


Ala 


Asn 


Thr 


Phe Arg Gly 


Phe 


Thr 


Gin 




80 










85 









25 









-20 


ggc 


gtg 


gaa 


agg 


get 


Gly Val 


Glu 
-5 


Arg 


Ala 


ggg 


age 


gtg 


caa 


aat 


Gly 


Ser 


Val 


Gin 


Asn 


10 










cga 


gag 


eta 


atg 


ctg 


Arg 


Glu 


Leu 


Met 


Leu 










30 


ate 


ttg 


ggg 


ctg 


gat 


He 


Leu 


Gly 


Leu 


Asp 








45 




aac 


ttt 


cat 


cag 


gca 


Asn 


Phe 


His 


Gin 


Ala 






60 






ccc 


etc 


aaa 


ggt 


gac 


Pro 


Leu 


Lys 


Gly Asp 




75 








cag 


act 


ctg 


ata 


ctg 


Gin 


Thr 


Leu 


He 


Leu 



52 



100 



14 8 



196 



244 



292 



340 



388 



90 



128 



cca caa cat gtc 
Pro Gin His Val 
95 

acc tct tat ata 
Thr Ser Tyr lie 



aac tgt cct gga 
Asn Cys Pro Gly 
100 

gac aac caa at 
Asp Asn Gin 
115 



gga att aat gcc 
Gly lie Asn Ala 
105 



tgg aat act ate 
Trp Asn Thr lie 
110 



<210> 162 
<211> 393 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 98 . .391 



<221> sigj>eptide 
<222> 98 . . 160 
<223> score 7.9 

seq GLVLATLLSQVSP/FK 



<400> 162 

tttceggtae ctgtgagtca gctaggggag ggcagctctc acccaggctg atagttcggt 

qacctggctt tatctactgg atgagttccg ctgggag atg gaa cat age acg ttt 
y yy Met Glu His Ser Thr Phe 

-20 

y etc tct ggc ctg gta ctg get acc ctt etc teg caa gtg age ccc ttc 
« Leu Ser Gly Leu Val Leu Ala Thr Leu Leu Ser Gin Val Ser Pro Phe 

Si -15 -10 " 5 X 

I~ aag ata cct ata gag gaa ctt gag gac aga gtg ttt gtg aat tgc aat 
Lys He Pro He Glu Glu Leu Glu Asp Arg Val Phe Val Asn Cys Asn 
=£5 10 1 5 

0 acc age ate aca trg gta gag gga acg gtg gga aca ctg etc tea gac 
O Thr Ser lie Thr Xaa Val Glu Gly Thr Val Gly Thr Leu Leu Ser Asp 
20 25 30 

att aca aga ctg gac ctg gga aaa cgc ate ctg gac cca cga gga ata 
He Thr Arg Leu Asp Leu Gly Lys Arg He Leu Asp Pro Arg Gly He 

35 40 45 

tat agg tgt aat ggg aca gat ata tac aag gac aaa gaa tct acc gtg 
Tyr Arq Cys Asn Gly Thr Asp He Tyr Lys Asp Lys Glu Ser Thr Val 
50 55 60 65 

caa gtt cat tat cga atg tgc cag age tgt gtg gag ct 
Gin Val His Tyr Arg Met Cys Gin Ser Cys Val Glu 
70 75 



60 
115 



163 



211 



259 



307 



355 



393 



<210> 163 
<211> 303 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 99. .302 



129 



<221> sig_peptide 
<222> 99. .215 
<223> score 3.7 

seq VFFSPMSMSCALA/MV 



y§ <210> 164 

hfl <211> 199 

J" <212> DNA 

« <213> Homo sapiens 

■as ; 
t: 3 s 

^ <220> 

^ <221> CDS 

4 s <222> 36. .197 

Q <221> sig_peptide 
<222> 36. .104 
<223> score 4 

seq AAAAV AAAAAVT A / GE 



60 
116 



<400> 163 

asnccgnngc ctccccgcga gtatttgagg tccggggcgg ctccggcgcc tctgcccgcc 
qttctgctcg ctcgctcccc gctctggagt ctgccatc atg gat gtt etc gca gaa 

Met Asp Val Leu Ala Glu 
-35 

gca aat ggc acc ttt gec tta aac ctt ttg aaa acg ctg ggt aaa gac 164 
Ala Asn Gly Thr Phe Ala Leu Asn Leu Leu Lys Thr Leu Gly Lys Asp 

-30 -25 -20 

aac teg aag aat gtg ttt ttc tea ccc atg age atg tec tgt gec ctg 212 
Asn Ser Lys Asn Val Phe Phe Ser Pro Met Ser Met Ser Cys Ala Leu 

-15 -10 -5 

gec atg gtc tac atg ggg gca aag gga aac acc get gca cag atg gec 260 
Ala Met Val Tyr Met Gly Ala Lys Gly Asn Thr Ala Ala Gin Met Ala 

~H 1 5 10 15 

cag ata ctt tct ttc aat aaa agt ggc ggt ggt gga gac acc c 303 
Gin He Leu Ser Phe Asn Lys Ser Gly Gly Gly Gly Asp Thr 
20 25 



<400> 164 

teagctgegt tggctgtaga agagaaegga eggeg atg gcg acg gtc gca gca 

Met Ala Thr Val Ala Ala 
-20 

aat cca get get get gcg gcg get gtg gcg gcg gca gcg gcg gtg act 101 
Asn Pro Ala Ala Ala Ala Ala Ala Val Ala Ala Ala Ala Ala Val Thr 

-15 -10 -5 

gca gga gaa tgg cat gaa ccg cag ggg gcg gga ctg cag gaa gee aag 14 9 

Ala Gly Glu Trp His Glu Pro Gin Gly Ala Gly Leu Gin Glu Ala Lys 

15 10 15 

ate gca cca ctg cac tec age eta ggt gac age gag act ccg tct caa 197 
He Ala Pro Leu His Ser Ser Leu Gly Asp Ser Glu Thr Pro Ser Gin 
20 25 30 



aa 



199 



130 




<210> 165 
<211> 425 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 196 . .423 

<221> sig_j>eptide 
<222> 196 . .282 
<223> score 7.1 

seq LLFLLSAVYLGPG/CQ 



<400> 165 

agcagtttct ctccactcac agcctgaagc atacccggca gggctgtccc caggcccaac 
aagcaaaggg cccagtagcg agggccactg gagcccatct ccggggggct gggcaggaag 
tagggtgggg tttggggtag ggatctggta ccctgggact gctgcaactc aaactaacca 
acccactggg agaag atg cct ggg ggt cca gga gtc etc caa get ctg cct 
Met Pro Gly Gly Pro Gly Val Leu Gin Ala Leu Pro 
-25 "20 
gec acc ate ttc etc etc ttc ctg ctg tct get gtc tac ctg ggc cct 
Ala Thr He Phe Leu Leu Phe Leu Leu Ser Ala Val Tyr Leu Gly Pro 

-15 -10 "5 

ggg tgc cag gee ctg tgg atg cac aag gtc cca gca tea ttg atg gtg 
Gly Cys Gin Ala Leu Trp Met His Lys Val Pro Ala Ser Leu Met Val 

15 10 15 

age ctg ggg gaa gac gec cac ttc caa tgc ccg cac aat age age aac 375 
Ser Leu Gly Glu Asp Ala His Phe Gin Cys Pro His Asn Ser Ser Asn 

20 25 30 

aac gec aac gtc acc tgg tgg cgc gtc etc cat ggc aac tac acg tgg 
Asn Ala Asn Val Thr Trp Trp Arg Val Leu His Gly Asn Tyr Thr Trp 
35 40 45 



60 
120 
180 
231 



279 



327 



423 



425 



CC 

<210> 166 
<211> 507 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 280. .507 

<221> sig_peptide 
<222> 280. .402 
<223> score 3.6 

seq AGAGLPALDLAKA/QR 



<400> 166 

gtcccgctta gacaatgccc cggagccgcc agaccgtcgc gcccctgccc categtagta 



60 



131 



t .f= 



= T3f 



tatgagctcg cctacacaag gacccccgct aaaagccaga gctcccagtc cccgaggctt 120 
qaagacgggg actcccttct ccaccaactc tgtcctcggg gggtggggcc ccagccgaga 180 
tcacagcgcg acaggagtgg gggtggccgc tggagacagg tgaagaaaca agaaaactaa 
gaaatccgag cggttggagg gggagtctgt gtggatggg atg ggg acg ccg ggg 

-40 

gag ggg ctg ggs cgc tgc tec cat gec ctg ate egg gga gtc cca gag 
Glu Gly Leu Gly Arg Cys Ser His Ala Leu lie Arg Gly Val Pro Glu 

_ 35 -30 ~ 2S 

age ctg gcg teg ggg gaa ggt gcg ggg get ggc ctt ccc get ctg gat 
Ser Leu Ala Ser Gly Glu Gly Ala Gly Ala Gly Leu Pro Ala Leu Asp 



-20 -15 " 10 " 5 

ctg gee aaa get caa agg gag cac ggg gtg ctg gga ggt aaa ctg agg 
Leu Ala Lys Ala Gin Arg Glu His Gly Val Leu Gly Gly Lys Leu Arg 

1 5 10 

caa cga ctg ggg eta cag ctg eta gaa ctg cca cct gag gag tea ttg 
Gin Arg Leu Gly Leu Gin Leu Leu Glu Leu Pro Pro Glu Glu Ser Leu 

15 20 25 

ccg ctg gga ccg ctg ctt ggc 
Pro Leu Gly Pro Leu Leu Gly 
30 35 

<210> 167 
<211> 446 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 96 . .446 

<221> sig_peptide 
<222> 96. .182 
<223> score 8.5 

seq LLGLLMAACFTFC/LS 



240 
294 



342 



390 



438 



486 



507 



60 
113 



gcgtttgcgc agggggagct ggtcgccgcc gcggccgcct ggaattgtgg gagttgtgtc 
tgccactcgg ctgeeggags cgaaggtccg tgact atg get ccc cag age ctg 
3 3 Met Ala Pro Gin Ser Leu 

-25 

cct tea tct agg atg get cct ctg ggc atg ctg ctt ggg ctg ctg atg 161 
Pro Ser Ser Arg Met Ala Pro Leu Gly Met Leu Leu Gly Leu Leu Met 

-20 -15 -10 

gee gec tgc ttc acc ttc tgc etc agt cat cag aac ctg aag gag ttt 209 
Ala Ala Cys Phe Thr Phe Cys Leu Ser His Gin Asn Leu Lys Glu Phe 

-5 1 5 

qcc ctg acc aac cca gag aag age age acc aaa gaa acg gag aga aaa 257 

Ala Leu Thr Asn Pro Glu Lys Ser Ser Thr Lys Glu Thr Glu Arg Lys 
10 I 5 20 

gaa acc aaa gec gag gag gag ctg gat gee gaa gtc ctg gag gtg ttc 305 

Glu Thr Lys Ala Glu Glu Glu Leu Asp Ala Glu Val Leu Glu Val Phe 
30 35 40 



132 



45 



60 



75 

<210> 168 
<211> 439 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 17 . .439 



gcc 


ctt 


cag 


cca ggg 


cag 


get 


gtc 


cct 


Ala 


Leu 


Gin 


Pro Gly 


Gin 


Ala 


Val 


Pro 




50 








55 






aat 


ctt 


cag 


act ggg 


gaa 


aga 


gag 


gca 


Asn 


Leu 


Gin Thr Gly 


Glu 


Arg 


Glu 


Ala 


65 








70 








ttc 


cga 


aat 


aat ttg 


aaa 


ggc 


aaa 




Phe 


Arg 


Asn 


Asn Leu 


Lys 


Gly Lys 





80 85 



<221> sig_peptide 
<222> 17 . .94 
<223> score 8.3 

seq C LLLCG S I TL ALG / NA 



accagcatca ttcccc atg cga ggt ggc aaa tgc aac atg etc tec agt ttg 
Met Arg Gly Gly Lys Cys Asn Met Leu Ser Ser Leu 
-25 "20 " 15 

qqq tgt eta ctt etc tgt gga agt att aca eta gcc ctg gga aat gca 
Gly cys Leu Leu Leu Cys Gly Ser lie Thr Leu Ala Leu Gly Asn Ala 
iw -10 -5 ! 

4= cag aaa ttg cca aaa ggt aaa agg cca aac etc aaa gtc cac ate aat 
O Gin Lys Leu Pro Lys Gly Lys Arg Pro Asn Leu Lys Val Hxs lie Asn 
Q 5 10 15 

ace aca agt gac tec ate etc ttg aag ttc ttg cgt cca agt cca aat 
Thr Thr Ser Asp Ser He Leu Leu Lys Phe Leu Arg Pro Ser Pro Asn 

20 25 30 

gta aag ctt gaa ggt ctt etc ctg gga tat ggc age aat gta tea cca 
Val Lys Leu Glu Gly Leu Leu Leu Gly Tyr Gly Ser Asn Val Ser Pro 
35 40 45 50 

aac cag tac ttc cct ctt ccc get gaa ggg aaa ttc aca gaa get ata 
Asn Gin Tyr Phe Pro Leu Pro Ala Glu Gly Lys Phe Thr Glu Ala He 

55 60 65 

qtt gat gca gag ccg aaa tat ctg ata gtt gtg cga cct get cca cct 
Val Asp Ala Glu Pro Lys Tyr Leu He Val Val Arg Pro Ala Pro Pro 

70 75 80 

cca agt caa aag aag tea tgt tea ggt aaa act cgt tct cgc aaa cct 
Pro Ser Gin Lys Lys Ser Cys Ser Gly Lys Thr Arg Ser Arg Lys Pro 

85 90 95 

ctg cag ctg gtg gtt ggc act ctg aca ccg age tcr gtc ttc ctg tec 
Leu Gin Leu Val Val Gly Thr Leu Thr Pro Ser Ser Val Phe Leu Ser 
100 105 11° 

tgg 



353 



401 



446 



52 



100 



148 



196 



244 



292 



340 



388 



436 



439 



133 



Trp 
115 

<210> 169 
<211> 319 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 65 . .319 

<221> sig_peptide 
<222> 65 . . 133 
<223> score 4 

seq LLLXLHWKHGAGS/PL 



m 



<400> 169 ^ 
atgaacctct gaaaactgcc ggcatctgag gtttcctcca aggccctctg aagtgcagcc 60 
cata atg aag gtc ttg gcg gca gga gtt gtg ccc ctg ctg ttg gkt ctg 109 
Met Lys Val Leu Ala Ala Gly Val Val Pro Leu Leu Leu Xaa Leu 
H -20 -15 " 10 

ij * cac tgg aaa cat ggg gcg ggg age ccc etc ccc ate acc cct gtc aac 157 
^ His Trp Lys His Gly Ala Gly Ser Pro Leu Pro He Thr Pro Val Asn 

m -5 is 

gec acc tgt gec ata cgc cac cca tgt cac aac aac etc atg aac cag 205 
Ala Thr Cys Ala He Arg His Pro Cys His Asn Asn Leu Met Asn Gin 

10 15 20 

ate agg age caa ctg gca cag etc aat ggc agt gec aat gec etc ttt 253 
He Arg Ser Gin Leu Ala Gin Leu Asn Gly Ser Ala Asn Ala Leu Phe 
25 30 35 40 

att etc tat tac aca gee cag ggg gag ccg ttc ccc aac aac ctg gac 
He Leu Tyr Tyr Thr Ala Gin Gly Glu Pro Phe Pro Asn Asn Leu Asp 

45 50 55 

aag eta tgt ggc ccc aac 
Lys Leu Cys Gly Pro Asn 
60 



301 



319 



<210> 


170 


<211> 


434 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


119. .433 


<221> 


sigjpeptide 


<222> 


119. .175 


<223> 


score 11.7 




seq IALLLTVLQVSRG/QK 



134 



«f» # 



• i 3 



<400> 170 

gaaaaaaaaa acctgcgggc tccgagctgg gtgcagcaac cggaggcggc ggcgcgtctg 60 
gaggaggctg cagcagcgga agaccccagt ccagatccag gactgagatc ccagaacc 118 
atg aac ctg gcc ate age ate get etc ctg eta aca gtc ttg cag gtc 166 
Met Asn Leu Ala He Ser He Ala Leu Leu Leu Thr Val Leu Gin Val 

-15 -10 "5 

tec cga ggg cag aag gtg ace age eta acg gcc tgc eta gtg gac cag 214 
Ser Arg Gly Gin Lys Val Thr Ser Leu Thr Ala Cys Leu Val Asp Gin 

1 5 10 

age ctt cgt ctg gac tgc cgc cat gag aat acc age agt tea ccc ate 262 
Ser Leu Arg Leu Asp Cys Arg His Glu Asn Thr Ser Ser Ser Pro He 

15 20 25 

cag tac gag ttc age ctg acc cgt gag aca aag aag cac gtg etc ttt 310 
Gin Tyr Glu Phe Ser Leu Thr Arg Glu Thr Lys Lys His Val Leu Phe 
30 35 40 45 

ggc act gtg ggg gtg cct gag cac aca tac cgc tec cga acc aac ttc 358 
Gly Thr Val Gly Val Pro Glu His Thr Tyr Arg Ser Arg Thr Asn Phe 

50 55 60 

acc age aaa tac aac atg aag gtc etc tac tta tec get tea eta gca 406 
Thr Ser Lys Tyr Asn Met Lys Val Leu Tyr Leu Ser Ala Ser Leu Ala 

65 70 75 

agg acg agg gca eta cac gtg tgc act c 434 
Arg Thr Arg Ala Leu His Val Cys Thr 



80 85 

^3 <210> 171 

%S <211> 428 

s <212> DNA 

Q <213> Homo sapiens 

=*! <220> 
^ <221> CDS 

J <222> 200. .427 

O <221> sig__peptide 
<222> 200. .310 
<223> score 3.6 

seq PLSLDCGHSFCQA/CI 



<400> 171 

actcagctcc tgtggggaaa ctcatttgtg gagaccagcc ctctggcttg gtgagtgaat 60 
ctggtttaca ccggctcctg ccctgccttc actcttctcc cctgattcaa gactcctctg 120 
ctttggactg aagcactgea ggagtttgtg accaagaact tcaagagtca agacagaagg 180 
aagccaaggg ageagtgea atg gat ttc tea gta aag gta gac ata gag aag 232 

Met Asp Phe Ser Val Lys Val Asp He Glu Lys 
-35 -30 
gag gtg acc tgc ccc ate tgc ctg gag etc ctg aca gaa cct ctg age 
Glu Val Thr Cys Pro He Cys Leu Glu Leu Leu Thr Glu Pro Leu Ser 

-25 -20 -15 

eta gat tgt ggc cac age ttc tgc caa gcc tgc ate act gcr aag ate 
Leu Asp Cys Gly His Ser Phe Cys Gin Ala Cys He Thr Ala Lys He 
-10 -5 1 5 

aag gag tea gts ate ate tea aga ggg gaa age age tgt cct gtg tgt 376 



280 



328 



135 




Lys Glu Ser Val He He Ser Arg Gly Glu Ser Ser Cys Pro Val Cys 

10 15 20 

cag asc aga tts cag cct ggg aac etc cga cct aat egg cat ctg gee 
Gin Xaa Arg Xaa Gin Pro Gly Asn Leu Arg Pro Asn Arg His Leu Ala 
25 30 35 



aac a 
Asn 

<210> 172 
<211> 637 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 49. .636 

<221> sigjeptide 
Q <222> 49. .105 
JfJ <223> score 11.8 
H= seq ALLVCAVLGLCLA/VP 

1.3 



<400> 172 

* acaqaageqa gtccgactgt gctcgctgct cagcgccgca cceggagg atg agg etc 
; ,n Met Arg Leu 

J gee gtg gga gee ctg ctg gtc tgc gec gtc ctg ggg ctg tgt ctg get 
Ala Val Gly Ala Leu Leu Val Cys Ala Val Leu Gly Leu Cys Leu Ala 

n -is -io 

^ gtc cct gat aaa act gtg aga tgg tgt gca gtg teg gag cat gag gee 
Val Pro Asp Lys Thr Val Arg Trp Cys Ala Val Ser Glu His Glu Ala 
15 10 15 

act aag tgc cag agt ttc cgc gac cat atg aaa age gtc att cca tec 
Thr Lys Cys Gin Ser Phe Arg Asp His Met Lys Ser Val He Pro Ser 

20 25 30 

gat ggt ccc agt gtt get tgt gtg aag aaa gee tec tac ctt gat tgc 
Asp Gly Pro Ser Val Ala Cys Val Lys Lys Ala Ser Tyr Leu Asp Cys 

35 40 45 

ate agg gee att gcg gca aac gaa gcg gat get gtg aca ctg gat gca 
He Arg Ala He Ala Ala Asn Glu Ala Asp Ala Val Thr Leu Asp Ala 

50 55 60 

ggt ttg gtg tat gat get tac ctg get ccc aat aac ctg aag cct gtg 
Glv Leu Val Tyr Asp Ala Tyr Leu Ala Pro Asn Asn Leu Lys Pro Val 
65 70 75 80 

gtg gca gag ttc tat ggg tea aaa gag gat cca cag act ttc tat tat 
Val Ala Glu Phe Tyr Gly Ser Lys Glu Asp Pro Gin Thr Phe Tyr Tyr 

85 90 95 

get gtt get gtg gtg aag aag gat agt ggc ttc cag atg aac cag ctt 
Ala Val Ala Val Val Lys Lys Asp Ser Gly Phe Gin Met Asn Gin Leu 

100 105 HO 

cga ggc aag aag tec tgc cac acg ggt eta ggc agg tec get ggg tgg 
Arg Gly Lys Lys Ser Cys His Thr Gly Leu Gly Arg Ser Ala Gly Trp 

115 120 125 

aac ate ccc ata ggc tta ctt tac tgt gac tta cct gag cca cgt aaa 



424 



428 



57 
105 

153 

201 

249 

297 

345 

393 

441 

489 

537 



136 



Asn He Pro He Gly Leu Leu Tyr 

130 135 
cct ctt gag aaa gca gtg gcc aat 
Pro Leu Glu Lys Ala Val Ala Asn 
145 150 
tgt gcg gat ggg acg gac ttc ccc 
Cys Ala Asp Gly Thr Asp Phe Pro 
165 

tgt g 
Cys 



Cys Asp Leu Pro Glu Pro Arg Lys 
140 

ttc ttc teg ggc age tgt gcc cct 585 
Phe Phe Ser Gly Ser Cys Ala Pro 
155 160 
cag ctg tgt caa ctg tgt cca ggg 633 
Gin Leu Cys Gin Leu Cys Pro Gly 
170 175 

637 



<210> 173 
<211> 497 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 234 . .497 

<221> sig_peptide 
<222> 234 . .290 
H <223> score 7.4 
4f seq LLAAVSILSACQQ/SY 



y; 



as 



60 
120 



*S <400> 173 

h aaaaacaaac geegkaagea actcccagcc ccataaagat ctgtgaccgg cagccccaga 

Q cctgcctgcc ttcctgactt ctgttccaga gcaaaggtca ttcagccgct tgaatcagee 
ini ttttcccccc acccggtccc caactttgtt tacccgataa ggaaggtcag cattcaaagt 180 
caagaagege catttatctt cccgtgcgct ctacaaatag ttccgtgaga aag atg 236 

Met 



284 



£ gcc ggg aac teg ate ctg ctg get get gtc tct att etc teg gcc tgt 
^ Ala Gly Asn Ser He Leu Leu Ala Ala Val Ser He Leu Ser Ala Cys 
O -15 -10 -5 

cag caa agt tat ttt get ttg caa gtt gga aag gca aga tta aaa tac 332 
Gin Gin Ser Tyr Phe Ala Leu Gin Val Gly Lys Ala Arg Leu Lys Tyr 

15 10 
aaa gtt acg ccc cca gca gtc act ggg tea cca gag ttt gag aga gta 
Lys Val Thr Pro Pro Ala Val Thr Gly Ser Pro Glu Phe Glu Arg Val 
15 20 25 30 

ttt egg gca caa caa aac tgt gtg gag ttt tat cct ata ttc ata att 
Phe Arg Ala Gin Gin Asn Cys Val Glu Phe Tyr Pro He Phe He He 

35 40 45 

aca ttg tgg atg get ggg tgg tat ttc aac caa gtt ttt get act ngt 
Thr Leu Trp Met Ala Gly Trp Tyr Phe Asn Gin Val Phe Ala Thr Xaa 

50 55 60 

enn ggt ctg gtg tac ata tat 
Xaa Gly Leu Val Tyr He Tyr 
65 



380 



428 



476 



497 



<210> 174 
<211> 451 
<212> DNA 



137 



S F3 

y? 



60 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 140 . .451 

<221> sig_peptide 
<222> 140 . .223 
<223> score 3.9 

seq FQSFSSASSPVNC/QW 

<400> 174 

aatgagtgcc aasataatct agagcaggga gaggcagaga ggcaggcagc ctgctgggct 
cttcctgctg ttgaaaactt acccggccct tacagaggaa atcttcctcc tctcttctgc 120 
cctgaatgtt ttcccaaac atg aag gtg ata age tta ttc att ttg gtg gga 172 

Met Lys Val lie Ser Leu Phe lie Leu Val Gly 
-25 -20 
ttt ata gga gag ttc caa agt ttt tea agt gec tec tct cca gtc aac 220 
Phe He Gly Glu Phe Gin Ser Phe Ser Ser Ala Ser Ser Pro Val Asn 

-15 -10 "5 

tgc cag tgg gac ttc tat gec cct tgg tea gaa tgc aat ggc tgt acc 268 
^ Cys Gin Trp Asp Phe Tyr Ala Pro Trp Ser Glu Cys Asn Gly Cys Thr 
yj x 5 10 15 

« aag act cag act cgc agg egg tea gtt get gtg tat ggg cag tat gga 316 
*5 Lys Thr Gin Thr Arg Arg Arg Ser Val Ala Val Tyr Gly Gin Tyr Gly 

20 25 30 

ggc cag cct tgt gtt gga aat get ttt gaa aca cag tec tgt gaa cct 3 64 

Gly Gin Pro Cys Val Gly Asn Ala Phe Glu Thr Gin Ser Cys Glu Pro 

35 40 45 

aca aga gga tgt cca aca gag gag gga tgt gga gag cgt ttc agg tgc 412 
Thr Arg Gly Cys Pro Thr Glu Glu Gly Cys Gly Glu Arg Phe Arg Cys 
*** 50 55 60 

O ttt tea ggt cag tgc ate age aaa tea tgg ttt gca tgg 
Q Phe Ser Gly Gin Cys He Ser Lys Ser Trp Phe Ala Trp 
65 70 75 

<210> 175 
<211> 422 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 92 . .421 

<221> sig_peptide 
<222> 92 . .148 
<223> score 13.5 

seq LLLLLSACLAVSA/GP 



451 



<400> 175 

agttcacagc tgccctgttg cagggaggcg gtggcccttc tgttgctaga ccgagcctgt 



60 



138 





hs&t 



53 : 



<210> 176 
<211> 475 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 222 . .473 

<221> sigjpeptide 
<222> 222 . .284 
<223> score 12.9 

seq LLLLLLLTLLGLG/LV 



<400> 176 

acctcaccac gcccccatct ccgtccgtgt acacacactc acacaaggac gccaacccca 
cctagatgca aagcaggatt caaaagaaca tctttgcgtt ttctaccggc tccccatcat 
cgtactaggg aggaagaagc gggtgagaaa caaaacttct ttccattgtc ctgcccgttt 
ctqcqgactt gttctgaggc cgaggcacct ctaagatact g atg get ctg cag agg 

Met Ala Leu Gin Arg 
-20 

acc cat tea ttg ctt ctg ctt ttg ctg ctg acc ctg ctg ggg ctg ggg 
Thr His Ser Leu Leu Leu Leu Leu Leu Leu Thr Leu Leu Gly Leu Gly 

-15 -10 "5 

ctg gtc cag ccc tec tat ggc cag gat ggc atg tac cag cga ttc ctg 
Leu Val Gin Pro Ser Tyr Gly Gin Asp Gly Met Tyr Gin Arg Phe Leu 
15 io 15 

egg caa cac gtg cac cct gag gag aca ggt ggc agt gat cgc tac tgc 



gggatatacc aaggcagagg agcccatagc c atg agg age etc ggg gee ctg 112 

Met Arg Ser Leu Gly Ala Leu 
-15 

etc ttg ctg ctg age gec tgc ctg gcg gtg age get ggc cct gtg cca 160 
Leu Leu Leu Leu Ser Ala Cys Leu Ala Val Ser Ala Gly Pro Val Pro 

-10 -5 1 

acg ccg ccc gac aac ate caa gtg cag gaa aac ttc aat ate tct egg 208 
Thr Pro Pro Asp Asn He Gin Val Gin Glu Asn Phe Asn He Ser Arg 
5 10 15 20 

ate tat ggg aag tgg tac aac ctg gec ate ggt tec acc tgc ccc tgg 
He Tyr Gly Lys Trp Tyr Asn Leu Ala He Gly Ser Thr Cys Pro Trp 

25 30 35 

ctg aag aag ate atg gac agg atg aca gtg age acg ctg gtg ctg gga 
Leu Lys Lys He Met Asp Arg Met Thr Val Ser Thr Leu Val Leu Gly 

40 45 50 

gag ggc get aca gag gcg gag ate age atg acc age act cgt tgg egg 
Glu Gly Ala Thr Glu Ala Glu He Ser Met Thr Ser Thr Arg Trp Arg 

55 60 65 

aaa ggt gtc tgt gag aga cgt ctg gag ctt atg agw aaa cag mta ctg 
Lys Gly Val Cys Glu Arg Arg Leu Glu Leu Met Xaa Lys Gin Xaa Leu 

70 75 80 

atg gga agt ttc tct ate aca a 
Met Gly Ser Phe Ser He Thr 
^ 85 90 



256 



304 



352 



400 



422 



60 
120 
180 
236 



284 



332 



380 



139 



428 



475 



Arg Gin His Val His Pro Glu Glu Thr Gly Gly Ser Asp Arg Tyr Cys 

20 25 30 

aac ttg atg atg caa aga egg aag atg act ttg tat cac tgc aag cgc 
Asn Leu Met Met Gin Arg Arg Lys Met Thr Leu Tyr His Cys Lys Arg 

35 40 45 

ttc aac acc ttc ate cat gaa gat ate tgg aac att cgt agt ate tg 
Phe Asn Thr Phe He His Glu Asp He Trp Asn He Arg Ser He 
50 55 60 

<210> 177 
<211> 502 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 223 . .501 

p <221> sig_peptide 

%g <222> 223. .294 

ifl <223> score 11.7 

£^ seq FVLGLGLTPPTLA/QD 

yj 

"~ <400> 177 

^ acctcaccac gcccccatct ccgtccgtgt acacacactc acacaaggac gccaacccca 60 
^ ectagatgea aagcaggatt caaaagaaca tetttgegtt ttctaccggc tccccatcat 120 
cgtactaggg aggaagaagc gggtgagaaa caaaacttct ttccattgtc ctgcccgttt 180 
O ctgeggaett gttctgaggc egaggagect gtgttggaag ag atg gtg atg ggc 234 
*» f Met Val Met Gly 

m ctg ggc gtt ttg ttg ttg gtc ttc gtg ctg ggt ctg ggt ctg acc cca 2 82 

3 2 Leu Gly Val Leu Leu Leu Val Phe Val Leu Gly Leu Gly Leu Thr Pro 
£ -20 -15 -10 "5 

^ ccg acc ctg get cag gat aac tec agg tac aca cac ttc ctg acc cag 
U Pro Thr Leu A i a Gin Asp Asn Ser Arg Tyr Thr His Phe Leu Thr Gin 

15 10 
cac tat gat gee aaa cca cag ggc egg gat gac aga tac tgt gaa age 
His Tyr Asp Ala Lys Pro Gin Gly Arg Asp Asp Arg Tyr Cys Glu Ser 

15 20 25 

ate atg agg aga egg ggc ctg acc tea ccc tgc aaa gac ate aac aca 
He Met Arg Arg Arg Gly Leu Thr Ser Pro Cys Lys Asp He Asn Thr 

30 35 40 

ttt rkn tea tgg caa caa gcg cag ate aag gee ate tgt gaa aac aag 
Phe Xaa Ser Trp Gin Gin Ala Gin He Lys Ala He Cys Glu Asn Lys 
45 50 55 60 

aat gga aac cct cac aga gaa aac eta a 
Asn Gly Asn Pro His Arg Glu Asn Leu 
65 

<210> 178 
<211> 314 
<212> DNA 
<213> Homo sapiens 



330 



378 



426 



474 



502 



140 



<220> 
<221> CDS 
<222> 116. .313 

<221> sig_j>eptide 
<222> 116. .187 
<223> score 11.7 

seq FVLGLGLTPPTLA/QD 

<400> 178 

gttcacacaa ctggaaccca tctccaggaa caaacagctg gaacccatct cccgttgaag 60 
ggaaactgcc agatttttgt aagattcttc ctcctgggag cctgtgttgg aagag atg 118 

gtg atg ggc ctg ggc ktt ttg ttg ttg gtc ttc gtg ctg ggt ctg ggt 166 
Val Met Gly Leu Gly Xaa Leu Leu Leu Val Phe Val Leu Gly Leu Gly 

-20 -15 - 10 

ctg acc cca ccg acc ctg get cag gat aac tec agg tac aca cac ttc 214 

O Leu Thr Pro Pro Thr Leu Ala Gin Asp Asn Ser Arg Tyr Thr His Phe 

■M -5 1 5 

m ctg acc cag cac tat gat gec aaa cca cag ggc egg gat gac aga tac 

- Leu Thr Gin His Tyr Asp Ala Lys Pro Gin Gly Arg Asp Asp Arg Tyr 

- 10 15 20 25 
**? tgt gaa age ate atg agg aga egg ggc ctg acc tea ccc tgc aaa gac 310 
m Cvs Glu Ser He Met Arg Arg Arg Gly Leu Thr Ser Pro Cys Lys Asp 

& 30 35 40 

.?\ ^ 314 

ate a 



He 



fy <210> 179 

jfjj <211> 477 

V <212> DNA 

X <213> Homo sapiens 



<220> 
<221> CDS 
<222> 74 . .475 



<221> sig_peptide 
<222> 74 . .172 
<223> score 11.2 

seq I LCLLAWAGLAAG / DR 



<400> 179 

agctataaat agggcatcgt gacccggcca ggggaagaag ctgccgttgt tctgggtact 
acagcagaag ggt atg egg aag cga gca ccc cag tct gag atg get cct 
Met Arg Lys Arg Ala Pro Gin Ser Glu Met Ala Pro 
-30 -25 
gee ggt gtg age ctg agg gee acc ate etc tgc etc ctg gec tgg get 
Ala Gly Val Ser Leu Arg Ala Thr He Leu Cys Leu Leu Ala Trp Ala 

-20 -15 -1° 

ggc ctg get gca ggt gac egg gtg tac ata cac ccc ttc cac etc gtc 
Gly Leu Ala Ala Gly Asp Arg Val Tyr He His Pro Phe His Leu Val 



262 



60 
109 



157 



205 



141 



n 



In 



-5 1 5 10 

ate cac aat gag agt acc tgt gag cag ctg gca aag gec aat gec ggg 

He His Asn Glu Ser Thr Cys Glu Gin Leu Ala Lys Ala Asn Ala Gly 

15 20 25 

aag ccc aaa gac ccc acc ttc ata cct get cca att cag gec aag aca 
Lys Pro Lys Asp Pro Thr Phe He Pro Ala Pro He Gin Ala Lys Thr 

30 35 40 

tec cct gtg gat gaa aag gee eta cag gac cag ctg gtg eta gtc get 
Ser Pro Val Asp Glu Lys Ala Leu Gin Asp Gin Leu Val Leu Val Ala 

45 50 55 

gca aaa ctt gac acc gaa gac aag ttg agg gec gca atg gtc ggg atg 
Ala Lys Leu Asp Thr Glu Asp Lys Leu Arg Ala Ala Met Val Gly Met 
60 65 70 75 

ctg gee aac tct tgg get tec gta tat atg gca tgc aca gtg age tat 
Leu Ala Asn Ser Trp Ala Ser Val Tyr Met Ala Cys Thr Val Ser Tyr 

80 85 90 

ggg gcg tgg tec atg ggg cca meg tec tct cc 
Gly Ala Trp Ser Met Gly Pro Xaa Ser Ser 
95 100 



<210> 180 
<211> 553 
f! <212> DNA 

<213> Homo sapiens 

*0 <220> 

=H <221> CDS 

3 <222> 105. .551 

ni <221> sigj>eptide 
L?t <222> 105. .239 

5 : H 

S J <223> score 3.7 

4; seq EDLLMYLLQLVQA/LK 

<400> 180 

ttasgaatca agaaaaagee ttgacaaaat tcttgaaatg tgtwaattgg gatctacctc 
aaqaqgccaa acaggecttg gaacttctgg gaaaatggaa gecg atg gat gta gag 

Met Asp Val Glu 
-45 

gac tec ttg gag ctg tta tec tct cat tac acc aac cca act gtg agg 
Asp Ser Leu Glu Leu Leu Ser Ser His Tyr Thr Asn Pro Thr Val Arg 

-40 -35 -30 

cgt tat get gtt gee egg ttg cga cag gec gat gat gag gat ttg ttg 
Arq Tyr Ala Val Ala Arg Leu Arg Gin Ala Asp Asp Glu Asp Leu Leu 
-25 -20 -15 "10 

atg tac eta tta caa ttg gtc cag get etc aaa tat gaa aat ttt gat 
Met Tyr Leu Leu Gin Leu Val Gin Ala Leu Lys Tyr Glu Asn Phe Asp 

-5 1 5 

gat ata aag aat gga ttg gaa cct acc aag aag gat agt cag agt tea 
Asp He Lys Asn Gly Leu Glu Pro Thr Lys Lys Asp Ser Gin Ser Ser 

10 15 20 

gtg tea gaa aat gtg tea aat tct gga ata aat tct gca gaa ata gat 
Val Ser Glu Asn Val Ser Asn Ser Gly He Asn Ser Ala Glu He Asp 



253 



301 



349 



397 



445 



477 



60 
116 



164 



212 



260 



308 



356 



142 



0 



25 

age tec caa att ata acc 
Ser Ser Gin He He Thr 
40 45 
cct gca tea aaa aca aaa 
Pro Ala Ser Lys Thr Lys 
60 

gat etc tgt acc ttc ttg 
Asp Leu Cys Thr Phe Leu 
75 

get aat tat tta tac tgg 
Ala Asn Tyr Leu Tyr Trp 
90 

act ca 
Thr 



30 35 
age ccc ctt cct tea gtc 
Ser Pro Leu Pro Ser Val 
50 

gaa gtt cca gat ggc gaa 
Glu Val Pro Asp Gly Glu 
65 

ata teg aga gee tgc aaa 
He Ser Arg Ala Cys Lys 
80 

tat gtg ata gtg gaa tgt 
Tyr Val He Val Glu Cys 
95 



tct tea cct cct 404 
Ser Ser Pro Pro 
55 

aat ctg gaa caa 452 
Asn Leu Glu Gin 
70 

aac tea aca ctg 500 
Asn Ser Thr Leu 
85 

gaa gat caa gat 548 

Glu Asp Gin Asp 

100 

553 



<210> 181 
<211> 400 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 38 . .400 

<221> sig_j?eptide 
<222> 38. .88 
<223> score 6.5 

seq WTITLFLLGAAKG/KE 



S J <400> 181 

^ qatccggtgg gagggaacat ctggaacatt agacagg atg ctg ate ttc tgg aca 
O 9 yy yy y Met Leu He Phe Trp Thr 

fl -15 

ate aca ctt ttc ctg ctg gga gca gee aaa gga aaa gaa gtt tgc tat 
He Thr Leu Phe Leu Leu Gly Ala Ala Lys Gly Lys Glu Val Cys Tyr 

-10 -5 1 5 

gag gac etc ggg tgc ttt tct gac act gag ccc tgg ggc ggg aca gca 
Glu Asp Leu Gly Cys Phe Ser Asp Thr Glu Pro Trp Gly Gly Thr Ala 

10 15 20 

ate agg ccc ctg aaa att etc ccc tgg age cct gag aag ate ggc acc 
He Arg Pro Leu Lys He Leu Pro Trp Ser Pro Glu Lys He Gly Thr 

25 30 35 

cgc ttc ctg ctg tac acc aat gaa aac cca aac aac ttt caa att etc 
Arg Phe Leu Leu Tyr Thr Asn Glu Asn Pro Asn Asn Phe Gin He Leu 

40 45 50 

etc etc tct gat cca tea aca att gag gca tea aat ttt caa atg gac 
Leu Leu Ser Asp Pro Ser Thr He Glu Ala Ser Asn Phe Gin Met Asp 

55 60 65 

aga aag acc egg ttc ate ate cat ggc ttc ata gac aaa gga gat gag 
Arq Lys Thr Arg Phe He He His Gly Phe He Asp Lys Gly Asp Glu 
70 75 80 85 

age tgg gtg aca gac atg tgc aag aaa ctg ttc gag gtg gag gag gtg 



55 



103 



151 



199 



247 



295 



343 



391 



14 3 



Ser Trp Val Thr Asp Met Cys Lys Lys Leu Phe Glu Val Glu Glu Val 
90 95 100 

400 

aac tgc ate 
Asn Cys He 



<210> 182 
<211> 364 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 63 . .362 



<221> sigjpeptide 
<222> 63 . . 128 
<223> score 5.8 

seq LG I I LLVL IGXQG / TP 



^ <400> 182 

Ul aaaaagaatt tctcaggctc aaaatccaat acaggagtga cttggaactc cattctatca 
^ ct atg aag aaa agt ggt gtt ctt ttc etc ttg ggc ate ate ttg ctg 
W Met Lys Lys Ser Gly Val Leu Phe Leu Leu Gly He He Leu Leu 

m -20 -15 -10 

Jj gtt ctg att gga rtg caa gga ace cca gta gtg aga aag ggt cgc tgt 
J3 Val Leu He Gly Xaa Gin Gly Thr Pro Val Val Arg Lys Gly Arg Cys 
-5 1 5 

tec tgc ate age ace aac caa ggg act ate cac eta caa tec ttg aaa 
Ser Cys He Ser Thr Asn Gin Gly Thr He His Leu Gin Ser Leu Lys 
10 15 20 25 

gac ctt aaa caa ttt gec cca age cct tec tgc gag aaa att gaa ate 
Asp Leu Lys Gin Phe Ala Pro Ser Pro Ser Cys Glu Lys He Glu He 

30 35 40 

att get aca ctg aag aat gga gtn caa aca tgt eta aac cca gat tea 
He Ala Thr Leu Lys Asn Gly Val Gin Thr Cys Leu Asn Pro Asp Ser 

45 50 55 

gca gat gtg aag gaa ctg att waa aag tgg gar aac agg tea gee aaa 
Ala Asp Val Lys Glu Leu He Xaa Lys Trp Glu Asn Arg Ser Ala Lys 

60 65 70 

aga aaa age aaa aga at 
Arg Lys Ser Lys Arg 
75 



U 



60 
107 



155 



203 



251 



299 



347 



364 



<210> 183 
<211> 483 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 92 . .481 

<221> sig_peptide 



144 



<222> 92 . . 130 
<223> score 4.2 

seq MLSVRVAAAWRA/LP 



160 



208 



256 



<400> 183 

cttcttgacc ttytttgcgg ctcggccatt ttgtcccagt cagtccggag gctgcggctg 60 
cagaagtacc gcctgcggag taactgcaaa g atg ctg tec gtg cgc gtt get 112 

Met Leu Ser Val Arg Val Ala 
-10 

gcg gec gtg gtc cgc gec ctt cct egg egg gec gga ctg gtc tec aga 
Ala Ala Val Val Arg Ala Leu Pro Arg Arg Ala Gly Leu Val Ser Arg 

-5 1 5 10 

aat get ttg ggt tea tct ttc att get gca agg aac ttc cat gec tct 
Asn Ala Leu Gly Ser Ser Phe He Ala Ala Arg Asn Phe His Ala Ser 

15 20 25 

aac act cat ctt caa aag act ggg act get gag atg tec tct att ctt 
Asn Thr His Leu Gin Lys Thr Gly Thr Ala Glu Met Ser Ser He Leu 
*** 30 35 40 

'% gaa gag cgt att ctt gga get gat acc tct gtt gat ctt gaa gaa act 304 
S Glu Glu Arg He Leu Gly Ala Asp Thr Ser Val Asp Leu Glu Glu Thr 
m 45 50 55 

^ ggg cgt gtc tta agt att ggt gat ggt att gee cgc gta cat ggg ctg 
4/ Gly Arg Val Leu Ser He Gly Asp Gly He Ala Arg Val His Gly Leu 
m 60 65 70 

agg aat gtt caa gca gaa gaa atg gta gag ttt tct tea ggc tta aag 
m Arq Asn Val Gin Ala Glu Glu Met Val Glu Phe Ser Ser Gly Leu Lys 

75 80 85 90 

*n ggt atg tec ttg aac ttg gaa cct gac aat gtt ggt gtt gtc gtg ttt 
m Glv Met Ser Leu Asn Leu Glu Pro Asp Asn Val Gly Val Val Val Phe 

95 100 105 

V t gga aat gat aaa eta att aag gaa gga gat ata gt 4 83 

% Gly Asn Asp Lys Leu He Lys Glu Gly Asp He 
O 110 H5 

<210> 184 
<211> 259 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 92 . .259 

<221> sig_peptide 
<222> 92. .130 
<223> score 4.2 

seq MLSVRVAAAWRA/LP 



352 



400 



448 



<400> 184 

cttcttgacc ttytttgcgg ctcggccatt ttgtcccagt cagtccggag gctgcggctg 
cagaagtacc gcctgcggag taactgcaaa g atg ctg tec gtg cgc gtt get 

Met Leu Ser Val Arg Val Ala 



60 
112 



14 5 



-10 

gcg gcc gtg gtc cgc gcc ctt cct egg egg gee gga ctg gtc tec aga 
Ala Ala Val Val Arg Ala Leu Pro Arg Arg Ala Gly Leu Val Ser Arg 

-5 1 5 10 

aat get ttg ggt tea tct ttc att get gca agg aac ttc cat gcc tct 
Asn Ala Leu Gly Ser Ser Phe He Ala Ala Arg Asn Phe His Ala Ser 

15 20 25 

aac act cat ctt caa aag act ggt aag tta tta ttt etc agt eta cgc 
Asn Thr His Leu Gin Lys Thr Gly Lys Leu Leu Phe Leu Ser Leu Arg 
30 35 40 

cgc 
Arg 

<210> 185 
<211> 466 
<212> DNA 
<213> Homo sapiens 

Q <220> 

<221> CDS 

7£ <222> 213 . .464 
y = 

<221> sigjpeptide 
4f <222> 213 . .281 
^ <223> score 3 . 9 
%S seq GWAGSCFWQWSFC/PP 



n <400> 185 



accagcccct gatcatttcg cctaaaagag caaggactag agttcctgac ctccaggcca 
qtccctgatc cctgacctaa tgttatcgcg ga atg atg ata tat gta tct acg 

Met Met He Tyr Val Ser Thr 
-20 

ggg gcc tgg ggc tgg gcg ggc tec tgc ttc tgg cag tgg tec ttc tgt 
Gly Ala Trp Gly Trp Ala Gly Ser Cys Phe Trp Gin Trp Ser Phe Cys 

-15 -10 " 5 

ccg cct gcc tgt gtt ggc tgc ate gaa gag gcc cag ggc tec tea gag 
Pro Pro Ala Cys Val Gly Cys He Glu Glu Ala Gin Gly Ser Ser Glu 
15 10 15 

cag gaa stc cac tat gca tct ctg cag agg ctg cca gtg ccc age agt 
Gin Glu Xaa His Tyr Ala Ser Leu Gin Arg Leu Pro Val Pro Ser Ser 

20 25 30 

gag gga cct gac etc agg ggc aga gac aag aga ggc acc aag gag gat 
Glu Gly Pro Asp Leu Arg Gly Arg Asp Lys Arg Gly Thr Lys Glu Asp 

35 40 45 

cca aga get gac tat gcc tgc att get gag aac aaa ccc ac 
Pro Arg Ala Asp Tyr Ala Cys He Ala Glu Asn Lys Pro 

50 55 60 

<210> 186 
<211> 486 
<212> DNA 



160 



208 



256 



259 



60 



agaggagggg ccssaatgtc tgaggtggca acacttctct tcagccagac agcactggcc 
m agtttggagt nkgtccatcc tgcaggccac aagctctgga tgaggaactt gaggcaagtc 120 



180 
233 



281 



329 



377 



425 



466 



146 




0 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 197 . .484 

<221> sig_peptide 
<222> 197 . .292 
<223> score 11.3 

seq LLLAWLLSACLC/WL 

<400> 186 

cacacaccca cccaggccca ggctccttcc cctccatcat ccccttacca gcacctagaa 60 
ccatccaggg ctgaaaagtc ccctccaaac cacgtgatga ggaacttgag gcaagtcacc 120 
agcccctgat catttcgcct aaaagagcaa ggactagagt tcctgacctc caggccagtc 180 
cctgatccct gaccta atg tta teg egg aat gat gat ata tgt ate tae ggg 232 
Met Leu Ser Arg Asn Asp Asp lie Cys lie Tyr Gly 
-30 "25 
'% ggc ctg ggg cts ggc ggg etc ctg ctt ctg gca gtg gtc ctt ctg tec 280 
It; Gly Leu Gly Leu Gly Gly Leu Leu Leu Leu Ala Val Val Leu Leu Ser 
y * -20 -15 -10 " 5 

^ gec tgc ctg tgt tgg ctg cat cga aga gta aag agg ctg gag akg age 
^ Ala Cys Leu Cys Trp Leu His Arg Arg Val Lys Arg Leu Glu Xaa Ser 

y3 i 5 io 

tgg gee cag ggc tec tea gag cag gaa etc cac tat gca tct ctg cag 
Trp Ala Gin Gly Ser Ser Glu Gin Glu Leu His Tyr Ala Ser Leu Gin 

15 20 25 

agg ctg cca gtg ccc age agt gag gga cct gac etc agg ggc aga gac 
Arg Leu Pro Val Pro Ser Ser Glu Gly Pro Asp Leu Arg Gly Arg Asp 

30 35 40 

aag aga ggc acn aag gag gat cca aga get gac tat gee tgc att get 472 
Lvs Arq Gly Thr Lys Glu Asp Pro Arg Ala Asp Tyr Ala Cys He Ala 
45 50 55 60 

gag aac aaa ccc ac 
Glu Asn Lys Pro 

<210> 187 
<211> 542 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 106. .540 

<221> sigjpeptide 
<222> 106. .180 
<223> score 8.9 

seq IIAVLMSAQESWA/IK 



328 



376 



424 



486 



<400> 187 

aatggtcaga ctctattaca ccccacattc tcttttcttt tattcttgtc tgttctgcct 



60 



147 



cactcccqaq ctctactgac tcccaamaga gcgcccaaga agaaa atg gcc ata agt 117 
y y Met Ala lie Ser 

-25 

gga gtc cct gtg eta gga ttt ttc ate ata get gtg ctg atg age get 
Gly Val Pro Val Leu Gly Phe Phe He He Ala Val Leu Met Ser Ala 

-20 -15 ' 10 

cag gaa tea tgg get ate aaa gaa gaa cat gtg ate ate cag gcc gag 
Gin Glu Ser Trp Ala He Lys Glu Glu His Val He He Gin Ala Glu 
_ 5 1 5 10 

ttc tat ctg aat cct gac caa tea ggc gag ttt atg ttt gac ttt gat 
Phe Tyr Leu Asn Pro Asp Gin Ser Gly Glu Phe Met Phe Asp Phe Asp 

15 20 25 

ggt gat gag att ttc cat gtg gat atg gca aag aag gag acg gtc tgg 
Gly Asp Glu He Phe His Val Asp Met Ala Lys Lys Glu Thr Val Trp 

30 35 40 

egg ctt gaa gaa ttt gga cga ttt gcc age ttt gag get caa ggt gca 
Arg Leu Glu Glu Phe Gly Arg Phe Ala Ser Phe Glu Ala Gin Gly Ala 
45 50 55 

r=i ttg gcc aac ata get gtg gac aaa gcc aac ctg gaa ate atg aca aag 
~ Leu Ala Asn He Ala Val Asp Lys Ala Asn Leu Glu He Met Thr Lys 
% 60 65 70 75 

yl cgc tec aac tat act ccg ate acc aat gta cct cca gag gta act gtg 453 

Arg Ser Asn Tyr Thr Pro He Thr Asn Val Pro Pro Glu Val Thr Val 
Ui 80 85 90 

etc acg aac age cct gtg gaa ctg aga gag ccc aac gtc etc ate tgt 501 
Leu Thr Asn Ser Pro Val Glu Leu Arg Glu Pro Asn Val Leu He Cys 

95 100 105 

ttc atm gac aag ttc acc cca cca gtg gtc aat gtc acg tg 542 
Phe He Asp Lys Phe Thr Pro Pro Val Val Asn Val Thr 

115 120 



110 

<210> 188 
<211> 453 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 62 . .451 

<221> sig_peptide 
<222> 62 . . 196 
<223> score 5.8 

seq ILVAFSFLFTVIT/FP 



165 



213 



261 



309 



357 



405 



<400> 188 

attcccggcg getcegggtt tggcaacgag gaegggggag tgcgactgcg tetegggcag 
c atg gcc gag aag egg cac aca egg gac tec gaa gcc cag egg etc ccc 
Met Ala Glu Lys Arg His Thr Arg Asp Ser Glu Ala Gin Arg Leu Pro 
_ 45 -40 "35 "30 

gac tec ttc aag gac age ccc agt aag ggc ctt gga cct tgc gga tgg 
Asp Ser Phe Lys Asp Ser Pro Ser Lys Gly Leu Gly Pro Cys Gly Trp 
-25 "20 - "15 



60 
109 



157 



148 



att ttg gtg gcg ttc tea ttc tta ttc acc gtt ata act ttc cca ate 205 
lie Leu Val Ala Phe Ser Phe Leu Phe Thr Val lie Thr Phe Pro lie 

-10 -5 1 

tea ata tgg atg tgc ata aag att ata aaa gag tat gaa aga gec ate 
Ser He Trp Met Cys He Lys He He Lys Glu Tyr Glu Arg Ala He 

5 10 15 

ate ttt aga ttg ggw cgc att tta caa gga gsa gee aaa gga cct ggt 
He Phe Arg Leu Gly Arg He Leu Gin Gly Xaa Ala Lys Gly Pro Gly 
20 25 30 35 

ttg ttt ttt att ctg cca tgc act gac age ttc ate aaa gtg gac atg 
Leu Phe Phe lie Leu Pro Cys Thr Asp Ser Phe He Lys Val Asp Met 

40 45 50 

aga act att tea ttt gat att cct cct cag gag ate etc aca aag gat 
Arg Thr He Ser Phe Asp He Pro Pro Gin Glu He Leu Thr Lys Asp 

55 60 65 

tea gtg aca att age gtg gat ggt gtg gtc tat tac cgc gtt cag aat 
Ser Val Thr He Ser Val Asp Gly Val Val Tyr Tyr Arg Val Gin Asn 
70 75 80 



Q gca ccc tg 

^ Ala Pro 

in 85 

%?; 

T, <210> 189 
<211> 442 

^ <212> DNA 

'~M <213> Homo sapiens 

2 <220> 

p <221> CDS 

ni <222> 129. .440 

m 

~i <221> sig_peptide 

+ <222> 129. .173 

^ <223> score 4.8 

O seq SLATAAPVPTTLA/QV 



253 



301 



349 



397 



445 



453 



60 
120 
170 



<400> 189 

aagtgggcgg asgagccgga gtcggatggc ggctacggcg gctcattgtt ttccgctgca 
ggggtgctga aggggggacg egggteggae gcgtccggct gtggaagaga gcggcggccg 
ctcacaac atg cac age ctg gcg acg get gcg cct gtg cct act aca ctg 
Met His Ser Leu Ala Thr Ala Ala Pro Val Pro Thr Thr Leu 
-15 -10 " 5 

gca caa gtg gat aga gaa aag ate tat cag tgg ate aat gag ctg tec 218 
Ala Gin Val Asp Arg Glu Lys He Tyr Gin Trp He Asn Glu Leu Ser 

15 10 15 

agt cct gag act agg gaa aat get ttg ctg gag eta agt aag aag cga 266 
Ser Pro Glu Thr Arg Glu Asn Ala Leu Leu Glu Leu Ser Lys Lys Arg 

20 25 30 

gaa tct gtt cct gac ctt gca ccc atg ctg tgg cat tea ttt ggt act 314 
Glu Ser Val Pro Asp Leu Ala Pro Met Leu Trp His Ser Phe Gly Thr 

35 40 45 

att gca gca ctt tta cag gaa att gta aat att tat csr tct ate aac 362 
He Ala Ala Leu Leu Gin Glu lie Val Asn He Tyr Xaa Ser He Asn 



149 



50 55 

cca ccc acc ttg aca gca cac cag 

Pro Pro Thr Leu Thr Ala His Gin 

65 70 

gca tta ctg caa tgt gta gca tea 

Ala Leu Leu Gin Cys Val Ala Ser 

80 85 



60 

tct aac aga gtt tgc aat get ctg 
Ser Asn Arg Val Cys Asn Ala Leu 
75 

cat cca ga 
His Pro 



<210> 190 
<211> 332 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 75. .332 



<221> sigj>eptide 

Q <222> 75. .134 

%g <223> score 8.5 

J seq WIGLISSVCCVFA/QT 



5 . * 



ill 

S5 



<400> 190 

gagaggecca gcgggmgtcg eggaacagea ggcccgagcc caccgcgccg ggccccggac 
gccgcgcgga aaag atg aat tta caa cca att ttc tgg att gga ctg ate 
Met Asn Leu Gin Pro lie Phe Trp He Gly Leu He 
-20 -15 -1° 

agt tea gtt tgc tgt gtg ttt get caa aca gat gam aat aga tgt tta 
Ser Ser Val Cys Cys Val Phe Ala Gin Thr Asp Xaa Asn Arg Cys Leu 

-5 1 5 

aaa gca aat gee aaa tea tgt gga gaa tgt ata caa gca ggg cca aat 
Lys Ala Asn Ala Lys Ser Cys Gly Glu Cys He Gin Ala Gly Pro Asn 

10 15 20 

tgt ggg tgg tgc aca aat tea aca ttt tta cag gaa ggm atg cct act 
Cys Gly Trp Cys Thr Asn Ser Thr Phe Leu Gin Glu Gly Met Pro Thr 
25 30 35 40 

tct gca cga tgt gat gat tta gaa gee tta aaa aag aag ggt tgc cct 
Ser Ala Arg Cys Asp Asp Leu Glu Ala Leu Lys Lys Lys Gly Cys Pro 

45 50 55 

cca gat gac ata gaa aat ccc aga ggc tec 
Pro Asp Asp He Glu Asn Pro Arg Gly Ser 
60 65 



60 
110 



158 



206 



254 



302 



332 



<210> 191 
<211> 484 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 277 . .483 

<221> sig_peptide 



150 



<222> 277 . .336 
<223> score 11.3 

seq LLLLLVLWGPVCP/LH 



s! 3 

= x»- 



<400> 191 

ttctttaagt tggtttagcc ttcctgtata catgtgataa tgatactgtt ttaaagaaca 
ggtgtgaaag tctaagagtt taatccagac tctgcacaag aagttaatct gccaaaccct 
aggattctcc ttctgaaagc tcagaatatt tcttcccctt ccctatacac acagggctcg 



-10 "5 



r*% 5 10 

^ i_ — f-^^ o = ^ ann nr3 Aha aat aac ate aac 438 

m 



n aat tat acc cag cac tgt aag cat caa a 
W Asn Tyr Thr Gin His Cys Lys His Gin / 
*S 35 40 45 

%0 <210> 192 

s <211> 242 

p <212> DNA 

n'l <213> Homo sapiens 

<220> 
<221> CDS 
<222> 31. .240 

<221> sig_peptide 
<222> 31. .84 
<223> score 7 

seq VLGLVLLSVTVQG/KV 



atg 


gtg 


eta 


tgc 


ttt 


cct 


Met 


Val 


Leu 


Cys 


Phe 


Pro 


-20 










-15 


cca 


gtg 


tgt 


cca 


ctt 


cat 


Pro 


Val 


Cys 


Pro 


Leu 
1 


His 


tgg 


ttt 


gaa 


att 


cag 


cat 


Trp 


Phe 


Glu 


He 


Gin 


His 






15 








gca 


atg 


agt 


ggc 


ate 


aac 


Ala 


Met 


Ser 


Gly 


He 


Asn 




30 










acc 


ttt 


ctg 


cat 


gac 


t 


Thr 


Phe 


Leu 


His 


Asp 





60 
120 
180 
240 
294 



342 



390 



484 



54 



<400> 192 

ctagcctagc actctgacct agcagtcaac atg aag get etc att gtt ctg ggg 

Met Lys Ala Leu He Val Leu Gly 
-15 

ctt gtc etc ctt tct gtt acg gtc cag ggc aag gtc ttt gaa agg tgt 102 
Leu Val Leu Leu Ser Val Thr Val Gin Gly Lys Val Phe Glu Arg Cys 

gag ttg gee aga act ctg aaa aga ttg gga atg gat ggc tac agg gga 150 
Glu Leu Ala Arg Thr Leu Lys Arg Leu Gly Met Asp Gly Tyr Arg Gly 

10 15 20 

ate age eta gca aac tgt aag tct act etc cat aat tec aga gaa tta 198 
He Ser Leu Ala Asn Cys Lys Ser Thr Leu His Asn Ser Arg Glu Leu 
25 30 35 



151 




get acg tat gga aca gac act agg aga gaa gga aga aga aga ag 
Ala Thr Tyr Gly Thr Asp Thr Arg Arg Glu Gly Arg Arg Arg 

50 



242 



40 


45 


<210> 


193 


<211> 


472 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


98 . .472 


<221> 


sig_peptide 


<222> 


98 . . 229 


<223> 


score 5.8 




seq MVFLLGLMFEITA/KA 



60 
115 



163 



<400> 193 

£ gtgaggagca gecageggga ggcggcggcg agtcggtgag cagctgggaa gagcagaacc 

?! qqggcggasa cctgcaggcg egggeggegg ccccacc atg gcg att cgc aag aaa 
^ ww w Met Ma Ile Arg Lys Lys 

UJ -40 
* age acc aag age ccc cca gtg ctg age cac gaa ttc gtc ctg cag aat 
*D Ser Thr Lys Ser Pro Pro Val Leu Ser His Glu Phe Val Leu Gin Asn 
*3 -35 -30 -25 

cac gcg gac ate gtc tec tgt gtg gcg atg gtc ttc ctg ctg ggg etc 211 
« His Ala Asp Ile Val Ser Cys Val Ala Met Val Phe Leu Leu Gly Leu 
~ -20 -15 -10 

«1 atg ttt gag ata acg gca aaa get tct ate att ttt gtt act ctt cag 
S - Met Phe Glu Ile Thr Ala Lys Ala Ser Ile Ile Phe Val Thr Leu Gin 
S -5 15 10 

? tac aat gtc acc etc cca gca aca gaa gaa caa get act gaa tea gtg 
O Tyr Asn Val Thr Leu Pro Ala Thr Glu Glu Gin Ala Thr Glu Ser Val 

15 20 25 

tec ctt tat tac tat ggc ate aaa gat ttg get act gtt ttc ttc tac 

Ser Leu Tyr Tyr Tyr Gly Ile Lys Asp Leu Ala Thr Val Phe Phe Tyr 
30 35 40 

atg eta gtg gcg ata att att cat gee gta att caa gag tat atg ttg 

Met Leu Val Ala Ile Ile Ile His Ala Val Ile Gin Glu Tyr Met Leu 
45 50 55 

gat aar att aac agg cga atg enc ttc tec aaa aca rna cac age aag 

Asp Lys Ile Asn Arg Arg Met Xaa Phe Ser Lys Thr Xaa His Ser Lys 
60 65 70 

ttt aat gaa tct ggt cag ctt 

Phe Asn Glu Ser Gly Gin Leu 

75 80 

<210> 194 

<211> 432 

<212> DNA 

<213> Homo sapiens 



259 



307 



355 



403 



451 



472 



152 



If* £ 

pa 
.=sz. 



<210> 


195 


<211> 


289 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


30 . .287 


<221> 


sig_peptide 


<222> 


30. .95 


<223> 


score 10 




seq FLLALT I IAS TWA/ LT 


<400> 


195 



60 
113 



<220> 
<221> CDS 
<222> 90 . .431 

<221> sigjpeptide 
<222> 90. .173 
<223> score 6.1 

seq AVGFLSSLLRTRG/CV 

<400> 194 

aagagcccga gcagcggcca gggtaacgct gtcttgtgga cccgcacttc ccacccgaga 
cctctcactg agcccgagcc gcgcgcgac atg age cac ggg aag gga acc gac 

Met Ser His Gly Lys Gly Thr Asp 
-25 

atg etc ccg gag ate gee gec gee gtg ggc ttc etc tec age etc ctg 161 
Met Leu Pro Glu He Ala Ala Ala Val Gly Phe Leu Ser Ser Leu Leu 
-20 -15 -10 -5 

3 agg acc egg ggc tgc gtg age gag cag agg ctt aag gtc ttc age ggg 2 09 

^ Arq Thr Arg Gly Cys Val Ser Glu Gin Arg Leu Lys Val Phe Ser Gly 
% 15 10 

y§ gcg etc cag gag gca etc aca gag cac tac aaa cac cac tgg ttt ccc 257 
^ Ala Leu Gin Glu Ala Leu Thr Glu His Tyr Lys His His Trp Phe Pro 
UJ 15 20 25 

€1 gaa aag ccg tec aag ggc tec ggc tac cgc tgc att cgc ate aac cac 305 

Glu Lys Pro Ser Lys Gly Ser Gly Tyr Arg Cys He Arg He Asn His 
*£J 30 35 40 

aag atg gac ccc ate ate age agg gtg gec age cag ate gga etc age 353 
« Lys Met Asp Pro He He Ser Arg Val Ala Ser Gin He Gly Leu Ser 
St 45 50 55 60 

iW cag ccc cag ctg cac cag ctg ctg ccc age gag ctg acc ctg tgg gtg 401 

Gin Pro Gin Leu His Gin Leu Leu Pro Ser Glu Leu Thr Leu Trp Val 
*E 65 70 75 

gac cct atg agg tgt cct acg cat tgg gag g 
Asp Pro Met Arg Cys Pro Thr His Trp Glu 
80 85 



432 



tcggactccg gcgggacctg cteggagga atg gcg ccg ccg ggt tea age act 



53 



153 



Met Ala Pro Pro Gly Ser Ser Thr 
-20 -15 
gtc ttc ctg ttg gcc ctg aca ate ata gec age acc tgg get ctg acg 
Val Phe Leu Leu Ala Leu Thr He He Ala Ser Thr Trp Ala Leu Thr 

-10 -5 1 

ccc act cac tac etc acc aag cat gac gtg grg aga eta aaa gcc teg 
Pro Thr His Tyr Leu Thr Lys His Asp Val Xaa Arg Leu Lys Ala Ser 

5 10 15 

ctg gat cgc cct ttc aca aat ttg gaa tct gcc ttc tac tec ate gtg 
Leu Asp Arg Pro Phe Thr Asn Leu Glu Ser Ala Phe Tyr Ser He Val 

20 25 30 

gga etc age age ctt ggt get cag gtg cca gat gca aag gta agg ctg 
Gly Leu Ser Ser Leu Gly Ala Gin Val Pro Asp Ala Lys Val Arg Leu 
35 40 45 50 

ctt ttg tec tgg tgg tea ggg tgg ttc agg aga acc ttc ate cc 
Leu Leu Ser Trp Trp Ser Gly Trp Phe Arg Arg Thr Phe He 
55 60 



101 



14 9 



197 



245 



289 



p <210> 196 

<211> 364 

|1? <212> DNA 

?! <213> Homo sapiens 

^ <220> 

^ <221> CDS 

<222> 83 . .364 

s <221> sig_peptide 

PI <222> 83 . .196 

•sxr 

jfij <223> score 4.5 

Jf5 seq IIAVIALXAVGLT/QN 



<400> 196 

ctctcacgga gacggaccac agcaagcaga ggctgggggg gggaaagacg angaaagagg 
aggaaaacaa aagctgetae tt atg gaa gat aca aag gag tct aac gtg aag 

Met Glu Asp Thr Lys Glu Ser Asn Val Lys 
-35 -30 
aca ttt tre tec arr aat ate cna gcc ate ctt ggc ntc ncy net ate 
Thr Phe Xaa Ser Xaa Asn He Xaa Ala He Leu Gly Xaa Xaa Xaa He 

-25 -20 -15 

ata get gtg ata get ttg cnt get gtg ggg ttg acc cag aac aaa gca 
He Ala Val He Ala Leu Xaa Ala Val Gly Leu Thr Gin Asn Lys Ala 

-10 -5 1 

ttg cca gaa aac gtt aag tat ggg att gtg ctg gat gcg ggt tct tct 
Leu Pro Glu Asn Val Lys Tyr Gly He Val Leu Asp Ala Gly Ser Ser 
5 10 15 20 

cac aca agt tta tac ate tat aag tgg cca gca gww aag gag aat gac 
His Thr Ser Leu Tyr He Tyr Lys Trp Pro Ala Xaa Lys Glu Asn Asp 

25 30 35 

aca ggc gtg gan cat caa gta gaa gaa tgc agg gtt aaa ggt cct gga 
Thr Gly Val Xaa His Gin Val Glu Glu Cys Arg Val Lys Gly Pro Gly 

40 45 50 

ate tea aaa ttt 



60 
112 



160 



208 



256 



304 



352 



364 



154 



lie Ser Lys Phe 
55 

<210> 197 
<211> 229 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 20. .229 

<221> sig_peptide 
<222> 20. .97 
<223> score 5.2 

seq LIFLPVLLSYIGP/SI 



52 



100 



Q <400> 197 

■ft ccagatattc tacttcagg atg tat ttg gcc atg gtc tta ctg gga gcc act 
~ Met Tyr Leu Ala Met Val Leu Leu Gly Ala Thr 

f l -25 -20 

H cac gga tta ata ttt etc cct gtc tta etc agt tac ata ggc cca tea 

4f His Gly Leu He Phe Leu Pro Val Leu Leu Ser Tyr He Gly Pro Ser 

_i5 -10 -5 1 

*0 att cct gag cac gcc crw ccc agt ggc age aca gtg ggc aag aca cac 14 8 

£ He Pro Glu His Ala Xaa Pro Ser Gly Ser Thr Val Gly Lys Thr His 

5 10 15 

n gga tgc ate aag ccg cca ggg etc aca gcc cag cag gaa aca aaa gga 196 

flj Gly Cys He Lys Pro Pro Gly Leu Thr Ala Gin Gin Glu Thr Lys Gly 

Li 20 25 30 

s p gag tea eta ace tct gaa aat get ttg cag ccc 

% Glu Ser Leu Thr Ser Glu Asn Ala Leu Gin Pro 

U 35 40 

<210> 198 
<211> 410 
<212> DNA 
<213> Homo sapiens 



229 



<220> 
<221> CDS 
<222> 96 . .410 



<221> sig_peptide 
<222> 96 . .221 
<223> score 5.8 

seq FSPICLSTSLSLA/QV 



<400> 198 

agacaeggtc gcctccacat ccaggtcttt gtgctcctcg cttgcctgtt ccttttccac 60 
gcattttcca ggataactgt gactccaggc ccgea atg gat gcc ctg caa eta 113 

Met Asp Ala Leu Gin Leu 



155 



yui 



2-7 



-40 

gca aat teg get ttt gec gtt gat ctg ttc aaa caa eta tgt gaa aag 
Ala Asn Ser Ala Phe Ala Val Asp Leu Phe Lys Gin Leu Cys Glu Lys 

-35 -30 -25 

gag cca ctg ggc aat gtc etc ttc tct cca ate tgt etc tec acc tct 
Glu Pro Leu Gly Asn Val Leu Phe Ser Pro He Cys Leu Ser Thr Ser 
-20 -15 " 10 " 5 

ctg tea ctt get caa gtg ggt get aaa ggt gac act gca aat gaa att 
Leu Ser Leu Ala Gin Val Gly Ala Lys Gly Asp Thr Ala Asn Glu He 

15 10 
gga cag gtt ctt cat ttt gaa aat gtc aaa gat gta ccc ttt gga ttt 
Gly Gin Val Leu His Phe Glu Asn Val Lys Asp Val Pro Phe Gly Phe 

15 20 25 

caa aca gta aca teg gat gta aac aaa ctt agt tec ttt tac tea ctg 
Gin Thr Val Thr Ser Asp Val Asn Lys Leu Ser Ser Phe Tyr Ser Leu 

30 35 40 

ara eta ate aag egg etc tac gta gac aaa tct ctg aat ctt tct aca 
Xaa Leu He Lys Arg Leu Tyr Val Asp Lys Ser Leu Asn Leu Ser Thr 
45 50 55 60 

gag ttc ate 
Glu Phe He 

<210> 199 
<211> 546 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 187 . .546 



= P <221> sig_peptide 

j: <222> 187 . .255 

<223> score 9.6 

O seq LLLALLHPTIILA/QQ 



161 



209 



257 



305 



353 



401 



410 



<400> 199 

agaaaggggc tggaaagtga gggaagccaa actttttcct atttaaggee aaagcaaagg 
aatctcagtg gctgagtttt atgaegggee cggtgctgaa gggcagggaa caacttgatg 
gtgctacttt gaactgcttt tcttttctcc tttttgeaca aagagtctca tgtctgatat 
ttagac atg atg age ttt gtg caa aag ggg age tgg eta ctt etc get 228 
Met Met Ser Phe Val Gin Lys Gly Ser Trp Leu Leu Leu Ala 
-20 "15 "1° 

ctg ctt cat ccc act att 
Leu Leu His Pro Thr He 
-5 

gga tgt tec cat ctt ggt 
Gly Cys Ser His Leu Gly 
10 

cca gaa cca tgc caa ata 
Pro Glu Pro Cys Gin He 



25 

gat gac ata ata 



att 


ttg 


gca 


caa 


cag 


gaa 


get 


gtt 


gaa 


gga 


He 


Leu 


Ala 


Gin 


Gin 


Glu 


Ala 


Val 
5 


Glu Gly 


cag 


tec 


tat 


1 

gcg 


gat 


aga 


gat 


gtc 


tgg 


aag 


Gin 


Ser 


Tyr 


Ala 


Asp 


Arg 


Asp 


Val 


Trp 


Lys 




15 










20 








tgt 


gtc 


tgt 


gac 


tea 


gga 


tec 


gtt 


etc 


tgc 


Cys 


Val 


Cys 


Asp 


Ser 


Gly 


Ser 


Val 


Leu 


Cys 


30 










35 










gat 


caa 


gaa 


tta 


gac 


tgc 


ccc 


aac 


cca 


gaa 



60 
120 
180 



276 



324 



372 



420 



156 




y i 



5*r 



<210> 


200 


<211> 


357 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


67. .357 


<221> 


sig_peptide 


<222> 


67. .129 


<223> 


score 3 . 9 




seq WALLVNLTRLDS/SM 



<400> 200 

aaattttatg agctcattct gaagaggctg acgattttac tatctcattt ttttcctttc 
tccaga atg ggt tct ggg tgg gtc ccc tgg gtg gtg get ctg eta gtg 
Met Gly Ser Gly Trp Val Pro Trp Val Val Ala Leu Leu Val 
-20 -15 -10 

aat ctg acc cgr ctg gat tec tec atg act caa ggc aca gac tct cca 
Asn Leu Thr Arg Leu Asp Ser Ser Met Thr Gin Gly Thr Asp Ser Pro 

-5 1 5 

gaa gat ttt gtg att cag gca aag get gac tgt tac ttc acc aac ggg 
Glu Asp Phe Val He Gin Ala Lys Ala Asp Cys Tyr Phe Thr Asn Gly 
10 15 20 25 

aca gaa aag gtg cag ttt gtg gtc aga ttc ate ttt aac ttg gag gag 
Thr Glu Lys Val Gin Phe Val Val Arg Phe He Phe Asn Leu Glu Glu 

30 35 40 

tat gta cgt ttc gac agt kat gtg ggg atg ttt gtg gca ttg acc aag 
Tyr Val Arg Phe Asp Ser Xaa Val Gly Met Phe Val Ala Leu Thr Lys 

45 50 55 

ctg ggg cag cca gat get gag cag tgg aac age egg ctg gat etc ttg 
Leu Gly Gin Pro Asp Ala Glu Gin Trp Asn Ser Arg Leu Asp Leu Leu 

60 65 70 

gag agg age 
Glu Arg Ser 
75 

<210> 201 
<211> 476 
<212> DNA 



468 



Asp Asp He He Cys Asp Asp Gin Glu Leu Asp Cys Pro Asn Pro Glu 
40 45 50 55 

att cca ttt gga gaa tgt tgt gca gtt tgc cca cag cct cca act get 
He Pro Phe Gly Glu Cys Cys Ala Val Cys Pro Gin Pro Pro Thr Ala 

60 65 70 

cct act cgc cct cct aat ggt caa gga cct caa ggc ccc aag gga gat 516 
Pro Thr Arg Pro Pro Asn Gly Gin Gly Pro Gin Gly Pro Lys Gly Asp 

75 80 85 

cca ggc cct cct ggt att cct ggg aga aat 
Pro Gly Pro Pro Gly He Pro Gly Arg Asn 
90 95 



546 



60 
108 



156 



204 



252 



300 



348 



357 



157 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 87 . .476 

<221> sig_peptide 
<222> 87. .167 
<223> score 11.6 

seq ILLLSTLTGRSYG/QP 



60 
113 



209 



<400> 201 

agtcagccct ggtggttata acctgatgtt tcttgctaga gacattgatc tctacttatt 
ctacttttca gctgctccag cccgcg atg agg aaa agt cca ggt ctg tct gac 

Met Arg Lys Ser Pro Gly Leu Ser Asp 
-25 -20 
tgt ctt tgg gcc tgg ate etc ctt ctg age aca ctg act gga aga age 161 
O Cys Leu Trp Ala Trp He Leu Leu Leu Ser Thr Leu Thr Gly Arg Ser 
03 -15 -10 -5 

m tat gga cag ccg tea tta caa gat gaa ctt aaa gac aat acc act gtc 
^ Tyr Gly Gin Pro Ser Leu Gin Asp Glu Leu Lys Asp Asn Thr Thr Val 
H i 5 10 

* ttc acc agg att ttg gac aga etc eta gat ggt tat gac aat cgc ctg 257 

* Phe Thr Arg He Leu Asp Arg Leu Leu Asp Gly Tyr Asp Asn Arg Leu 
m 15 20 25 30 
*Q aga cca gga ttg gga gag cgt gta acc gaa gtg aag act gat ate ttc 

Arg Pro Gly Leu Gly Glu Arg Val Thr Glu Val Lys Thr Asp He Phe 

0 35 40 45 
fU gtc acc agt ttc gga ccc gtt tea gac cat gat atg gaa tat aca ata 
Wi Val Thr Ser Phe Gly Pro Val Ser Asp His Asp Met Glu Tyr Thr He 
^ 50 55 60 

1 gat gta ttt ttc cgt caa age tgg aag gat gaa agg tta aaa ttt aaa 

2 Asp Val Phe Phe Arg Gin Ser Trp Lys Asp Glu Arg Leu Lys Phe Lys 
M 65 70 75 

gga cct atg aca gtc etc egg tta aat aac eta atg gca agt aaa ate 
Gly Pro Met Thr Val Leu Arg Leu Asn Asn Leu Met Ala Ser Lys He 

80 85 90 

tgg act ccg gac aca ttt ttc cac aat 
Trp Thr Pro Asp Thr Phe Phe His Asn 
95 100 



305 



353 



401 



449 



476 



<210> 202 
<211> 400 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 106. .399 

<221> sig_peptide 
<222> 106. .159 
<223> score 16.3 



158 



0 



seq LLLLAGLFSLSQA/QY 



<400> 202 

actctttcac tcctctctct cttcctctct cacacgttct ccaacccaag gaggccagac 
aqagggacgt ggtcactctc tgaaaagttc aacttgagag acaaa atg cag tgg acc 
* Met Gin Trp Thr 

-15 





<210> 


203 




<211> 


372 


S3 I 


<212> 


DNA 


iy 

s?l 

§ 


<213> 


Homo sapiens 


JSS 








<220> 






<221> 


CDS 


0 


<222> 


77. .370 




<221> 


sig_peptide 




<222> 


77. .136 




<223> 


score 10.7 






seq LTLLLLLLAGDRA/SS 



60 
117 



165 



tec etc ctg ctg ctg gca ggg etc ttc tec etc tec cag gee cag tat 
Ser Leu Leu Leu Leu Ala Gly Leu Phe Ser Leu Ser Gin Ala Gin Tyr 

-10 -5 1 

gaa gat gac cct cat tgg tgg ttc cac tac etc cgc age cag cag tec 
Glu Asp Asp Pro His Trp Trp Phe His Tyr Leu Arg Ser Gin Gin Ser 

5 10 15 

acc tac tac gat ccc tat gac cct tac ccg tat gag acc tac gag cct 
Thr Tyr Tyr Asp Pro Tyr Asp Pro Tyr Pro Tyr Glu Thr Tyr Glu Pro 

20 25 30 

tac ccc tat ggg gtg gat gaa ggg cca gee tac acc tac ggc tct cca 
« Tyr Pro Tyr Gly Val Asp Glu Gly Pro Ala Tyr Thr Tyr Gly Ser Pro 
* 35 40 45 50 

tec cct cca gat ccc cgc gac tgc ccc cag gaa tgc gac tgc cca ccc 
W = Ser Pro Pro Asp Pro Arg Asp Cys Pro Gin Glu Cys Asp Cys Pro Pro 
H 55 60 65 

W aac ttc ccc acg gee atg tac tgt gac aat cgc aac etc aag t 400 
Asn Phe Pro Thr Ala Met Tyr Cys Asp Asn Arg Asn Leu Lys 
70 75 80 



213 



261 



309 



357 



60 
112 



<400> 203 

gggggactct ctactcagtc tgcactggag ctgcctggtg accagaagtt tggagtcege 
tgacgtcgcc geccag atg gee tec agg ctg acc ctg ctg acc etc ctg ctg 
Met Ala Ser Arg Leu Thr Leu Leu Thr Leu Leu Leu 
-20 -15 "1° 

ctg ctg ctg get ggg gat aga gec tec tea aat cca aat get acc age 160 
Leu Leu Leu Ala Gly Asp Arg Ala Ser Ser Asn Pro Asn Ala Thr Ser 

-5 1 5 

tec age tec cag gat cca gag agt ttg caa gac aga ggc gaa ggg aag 208 
Ser Ser Ser Gin Asp Pro Glu Ser Leu Gin Asp Arg Gly Glu Gly Lys 

10 15 20 

gtc gca aca aca gtt ate tec aag atg eta ttc gtt gaa ccc ate ctg 256 



159 



Val Ala Thr Thr Val He Ser Lys Met Leu Phe Val Glu Pro He Leu 
25 30 35 40 

gag gtt tec age ttg ccg aca acc aac tea aca acc aat tea gee ace 
Glu Val Ser Ser Leu Pro Thr Thr Asn Ser Thr Thr Asn Ser Ala Thr 

45 50 55 

aaa ata aca get aat acc act gat gaa ccc acc aca caa ccc acc aca 
Lvs He Thr Ala Asn Thr Thr Asp Glu Pro Thr Thr Gin Pro Thr Thr 

60 65 70 

gag ccc acc acc can cat cc 
Glu Pro Thr Thr Xaa His 
75 

<210> 204 
<211> 356 
<212> DNA 
<213> Homo sapiens 

<220> 
« <221> CDS 
'% <222> 53 . .355 

f; <221> sig_peptide 
f 8 ; <222> 53. .112 
UJ <223> score 10.7 

seq LTLLLLLLAGDRA/SS 



<400> 204 

agctggctcc gaggctggct ggctccgcag gtccgctgac gtcgccgccc ag atg gec 

Met Ala 
-20 

tec agg ctg acc ctg ctg acc etc ctg ctg ctg ctg ctg get ggg gat 
Ser Arg Leu Thr Leu Leu Thr Leu Leu Leu Leu Leu Leu Ala Gly Asp 

-15 -10 "5 

aga gec tec tea aat cca aat get acc age tec age tec cag gat cca 
Arg Ala Ser Ser Asn Pro Asn Ala Thr Ser Ser Ser Ser Gin Asp Pro 

15 10 
gag agt ttg caa gac aga ggc gaa ggg aag gtc gca aca aca gtt ate 
Glu Ser Leu Gin Asp Arg Gly Glu Gly Lys Val Ala Thr Thr Val He 
15 20 25 30 

tec aag atg eta ttc gtt gaa ccc ate ctg gag gtt tec age ttg ccg 
Ser Lys Met Leu Phe Val Glu Pro He Leu Glu Val Ser Ser Leu Pro 

35 40 45 

aca acc aac tea aca acc aat tea gec acc aaa ata aca get aat acc 
Thr Thr Asn Ser Thr Thr Asn Ser Ala Thr Lys He Thr Ala Asn Thr 

50 55 60 

act gat gaa ccc acc aca caa ccc acc aca gag ccc ans acc caa ccc 
Thr Asp Glu Pro Thr Thr Gin Pro Thr Thr Glu Pro Xaa Thr Gin Pro 

65 70 75 

acc ate caa c 
Thr He Gin 
80 

<210> 205 



304 



352 



372 



58 



106 



154 



202 



250 



298 



346 



356 



160 



<211> 438 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 261. .437 

<221> sig_peptide 
<222> 261. .362 
<223> score 4 

seq IAVLYLHLYDVFG/DP 



^0 



<400> 205 

gcggggtgag aggccagggc cgagaagggc ttcaggacgc gggaggcgca cttgcttcaa 60 
gtcgcgggcg tgggaacggg gttgcaaaac ggggcctctt trtccgggct tgcttccggc 120 
gtcatggctc aaagggcctt cccgaatcct tatgctgatt ataacaaatc cctggccgaa 180 
ngtactttga tgctgccggg aggctgactc ctgagttctc acaacgcttg accaataaga 240 
ttcgggagct tcttcagcaa atg gag aga ggc ctg aaa tea gca gac cct egg 2 93 

Met Qlu Arg Gly Leu Lys Ser Ala Asp Pro Arg 
Ul -30 -25 

^ gat ggc acc ggt tac act ggc tgg gca ggt att get gtg ctt tac tta 341 
^ Asp Gly Thr Gly Tyr Thr Gly Trp Ala Gly He Ala Val Leu Tyr Leu 
m -20 -15 -10 

•%0 cat ctt tat gat gta ttt ggg gac cct gec tac eta cag tta gca cat 389 
His Leu Tyr Asp Val Phe Gly Asp Pro Ala Tyr Leu Gin Leu Ala His 

-5 1 5 

ggc tat gta aag caa agt ctg aac tgc tta acc aag cgc tec ate acc t 438 
Gly Tyr Val Lys Gin Ser Leu Asn Cys Leu Thr Lys Arg Ser He Thr 
10 15 20 25 

<210> 206 
<211> 438 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 82 . .438 

<221> sig_j>eptide 
<222> 82 . .207 
<223> score 7.4 

seq SLSVLVLLLTIIA/VT 



<400> 206 

acccggcccc gtgegctcat tggtegggat gtgtcknctc agcagcctcc aacttctccc 
gaatcccact gattttaggt g atg ggc aag tea gaa agt cag atg gat ata 

Met Gly Lys Ser Glu Ser Gin Met Asp He 
-40 -35 
act gat ate awe act cca aag cca aag aag aaa cag cga kgg act cca 
Thr Asp He Xaa Thr Pro Lys Pro Lys Lys Lys Gin Arg Xaa Thr Pro 



60 
111 



159 



161 




-30 



iu 



ctg 


gag 


ate 


age 


etc 


teg 


gtc 


Leu 


Glu 


He 


Ser 


Leu 


Ser 


Val 




-15 










-10 


gtg 


aca 


atg 


ate 


gca 


etc 


tat 


Val 


Thr 


Met 


He 


Ala 
5 


Leu 


Tyr 


1 

tea 


tea 


gac 


tgc 


ata 


aaa 


tea 


Ser 


Ser 


Asp 


Cys 


He 


Lys 


Ser 








20 








gec 


aas 


act 


gag 


cct 


tgt 


aca 


Ala 


Xaa 


Thr 


Glu 


Pro 


Cys 


Thr 






35 










tgg 


ttg 


aaa 


cgt 


aat 


gtc 


att 


Trp 


Leu 


Lys 


Arg 


Asn 


Val 


He 




50 










55 


ttt 


ggc 


att 


tta 


aga 


gat 


gaa 


Phe 


Gly 


He 


Leu 


Arg 


Asp 


Glu 


65 










70 





-25 -20 
ctt gtc ctg etc etc ace ate ate 
Leu Val Leu Leu Leu Thr He He 
-5 

gca ace tac gat gat ggt att tgc 
Ala Thr Tyr Asp Asp Gly He Cys 
10 15 
get get cga ctg ate caa aac ate 
Ala Ala Arg Leu He Gin Asn Mel 

25 30 
gac ttt ttc aaa tat get tgc gg< 
Asp Phe Phe Lys Tyr Ala Cys Gl: 
40 45 
ccc gag ace age tec cgt tac ggi 
Pro Glu Thr Ser Ser Arg Tyr Gl; 
60 

eta gaa gtc gtt ttg aaa 
Leu Glu Val Val Leu Lys 
75 



<210> 207 
<211> 516 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 160 . .516 



<221> sig_j?eptide 
hi <222> 160 . .285 

<223> score 7.4 

seq SLSVLVLLLTIIA/VT 



<400> 207 

atagttccct gcggcctctg ccttggggag ttatgttttg ttaccgagat ccgcgctacc 
agattgeace ggggctgatt tgggggctgg gaatttgeca ttctgctgta cagacactga 
tttttttttt cttcttttta aaaagcaaga ttttaggtg atg ggc aak tea gaa 

Met Gly Xaa Ser Glu 
-40 

agt cag atg gat ata act gat ate aac act cca aag cca aag aag aaa 
Ser Gin Met Asp He Thr Asp He Asn Thr Pro Lys Pro Lys Lys Lys 

-35 -30 -25 

cag cga tgg act cca ctg gag ate age etc teg gtc ctt gtc ctg etc 
Gin Arg Trp Thr Pro Leu Glu He Ser Leu Ser Val Leu Val Leu Leu 

-20 -15 ' 10 

etc ace ate ata get gtg aca atg ate gca etc tat gca acc tac gat 
Leu Thr He He Ala Val Thr Met He Ala Leu Tyr Ala Thr Tyr Asp 
-5 1 5 10 

gat ggt att tgc aag tea tea gac tgc ata aaa tea get get cga ctg 
Asp Gly He Cys Lys Ser Ser Asp Cys He Lys Ser Ala Ala Arg Leu 

15 20 25 

ate can nrc atg gat gee acc act gag cct tgt aca gac ttt ttc aaa 



207 



255 



303 



351 



399 



438 



60 
120 
174 



222 



270 



318 



366 



414 



162 




ggc atg etc ctg gec ate ctg gag rag tgt ggg gec ate ccc aaa ate 
Gly Met Leu Leu Ala lie Leu Glu Xaa Cys Gly Ala He Pro Lys He 

-10 -5 1 

cac teg gee cgc gtg teg gtg ggc gag ggc ace gtg get gee ggc tac 
His Ser Ala Arg Val Ser Val Gly Glu Gly Thr Val Ala Ala Gly Tyr 
5 10 15 20 

cag gac ttc ate ate tgt gtg gag atg ttc ttt gca gec ctg gee ctg 
Gin Asp Phe He He Cys Val Glu Met Phe Phe Ala Ala Leu Ala Leu 

25 30 35 

egg cac gee ttc ace tac aag gtc tat get gac aag agg ctg gac gca 
Arg His Ala Phe Thr Tyr Lys Val Tyr Ala Asp Lys Arg Leu Asp Ala 

40 45 50 

caa gtg cca aca tac ggc cct tac ggc cgc tgt gee ccc atg aag age 
Gin Val Pro Thr Tyr Gly Pro Tyr Gly Arg Cys Ala Pro Met Lys Ser 

55 60 65 

ate tec age age etc aag gag 
He Ser Ser Ser Leu Lys Glu 
70 75 

<210> 209 
<211> 435 
<212> DNA 
<213> Homo sapiens 



462 



510 



516 



He Xaa Xaa Met Asp Ala Thr Thr Glu Pro Cys Thr Asp Phe Phe Lys 

30 35 40 

tat get tgc gga ggc tgg ttg aaa cgt aat gtc att ccc gag ace age 
Tyr Ala Cys Gly Gly Trp Leu Lys Arg Asn Val He Pro Glu Thr Ser 

45 50 55 

tec cgt tac ggn ace ttt ggc att tta aga gat gaa eta gaa gtc gtt 
Ser Arg Tyr Gly Thr Phe Gly He Leu Arg Asp Glu Leu Glu Val Val 
60 65 70 75 

ttg aaa 
Leu Lys 

<210> 208 
<211> 311 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 15 . .311 

<221> sig_peptide 
<222> 15. .86 
<223> score 4 . 6 

seq QGMLLAILEXCGA/IP 



<400> 208 cn 

tcctcaagtt cttc atg gtc aag tec gtc ate ttt ctt tec ttc tgg caa 50 

Met Val Lys Ser Val lie Phe Leu Ser Phe Trp Gin 
-20 " 15 



98 



146 



194 



242 



290 



311 



163 



<220> 
<221> CDS 
<222> 29. .433 

<221> sig_peptide 
<222> 29. .82 
<223> score 12.7 

seq LWVLLPLVTMAWG/QY 



52 



4* 



<400> 209 

qacattgttt gccaaaatcc caggcagc atg gac etc agt ctt etc tgg gta 

Met Asp Leu Ser Leu Leu Trp Val 
-15 

ctt ctg ccc eta gtc acc atg gec tgg ggc cag tat ggc gat tat gga 100 
Leu Leu Pro Leu Val Thr Met Ala Trp Gly Gin Tyr Gly Asp Tyr Gly 
-10 -5 1 5 

tac cca tac cag cag tat cat gac tac age gat gat ggg tgg gtg aat 14 8 

& Tyr Pro Tyr Gin Gin Tyr His Asp Tyr Ser Asp Asp Gly Trp Val Asn 
~ 10 15 20 

^ ttg aac egg caa ggc ttc age tac cag tgt ccc cag ggg cag gtg ata 196 
^ Leu Asn Arg Gin Gly Phe Ser Tyr Gin Cys Pro Gin Gly Gin Val He 
f: 25 30 35 

^ gtg gec gtg agg age ate ttc age aag aag gaa ggt tct gac aga caa 
^ val Ala Val Arg Ser He Phe Ser Lys Lys Glu Gly Ser Asp Arg Gin 
m 40 45 50 

*Q tgg aac tac gee tgc atg ccc acr cca cag age etc ggg gaa ccc acg 
Trp Asn Tyr Ala Cys Met Pro Thr Pro Gin Ser Leu Gly Glu Pro Thr 
55 60 65 70 

^ gag tgc tgg tgg gag gag ate aac agg get ggc atg gaa tgg tac cag 
Glu Cys Trp Trp Glu Glu He Asn Arg Ala Gly Met Glu Trp Tyr Gin 

75 80 85 

acg tgc tec aac aat ggg ctg gtg gca gga ttc cag age cgc tac ttc 
Thr Cys Ser Asn Asn Gly Leu Val Ala Gly Phe Gin Ser Arg Tyr Phe 

90 95 100 

gag tea gtg ctg gat egg gag tgg cag ttt tac tgt tgt cgc tac ag 43 5 

Glu Ser Val Leu Asp Arg Glu Trp Gin Phe Tyr Cys Cys Arg Tyr 
105 HO 115 

<210> 210 
<211> 432 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 61. .432 

<221> sig_peptide 
<222> 61. .126 
<223> score 9.1 

seq LLLLSGALALTET/WA 



244 



292 



340 



388 



164 



agtcccggtt ctaaagtccc cagtcaccca cccggactcr gattctccyc agacgccgag 60 
atg egg gtc ayg gcg ccc cga acc stc etc ctg ctg etc teg ggr gec 108 
Met Arg Val Xaa Ala Pro Arg Thr Xaa Leu Leu Leu Leu Ser Gly Ala 

-20 -15 " 10 

ctg gec ctg acc gag acc tgg gec ggc tec cac tec atg agg tat ttc 
Leu Ala Leu Thr Glu Thr Trp Ala Gly Ser His Ser Met Arg Tyr Phe 

.5 1 5 10 

tac acc kec rtg tec egg ccc ggc cgc ggg gag ccc cgc ttc ate nca 
Tvr Thr Xaa Xaa Ser Arg Pro Gly Arg Gly Glu Pro Arg Phe He Xaa 

15 20 25 

gtg ggc tac gtg gac gac acg cwg ttc gtg agg ttc gac age gac gec 
Val Gly Tyr Val Asp Asp Thr Xaa Phe Val Arg Phe Asp Ser Asp Ala 

30 35 40 

rcg agt ccg agg ang gmg ccs egg gcg ccr tgg ata gag cag gag ggg 
Xaa Ser Pro Arg Xaa Xaa Pro Arg Ala Pro Trp lie Glu Gin Glu Gly 

45 50 55 

ccg gag tat tgg gac egg ras aca cag ate tec aag acc aac aca cag 
Pro Glu Tyr Trp Asp Arg Xaa Thr Gin He Ser Lys Thr Asn Thr Gin 
~ 60 65 70 

* act tac cga gag aac ctg cgc acc gcg etc cgc tac tac aac cag age 
yi Thr Tyr Arg Glu Asn Leu Arg Thr Ala Leu Arg Tyr Tyr Asn Gin Ser 
H 75 80 85 90 

W g a g gec ggg tct cac ate ate cag agg atg tac ggc 
*D Glu Ala Gly Ser His He He Gin Arg Met Tyr Gly 
=U 95 100 

=: <210> 211 

V% <211> 358 

f*\ <212> DNA 

'ni <213> Homo sapiens 

J <220> 
*** <221> CDS 

O <222> 61. .357 

<221> sig_j>eptide 
<222> 61. .132 
<223> score 9.4 

seq LLSGALALTETWA/XS 



156 



204 



252 



300 



348 



396 



432 



agtcccggtt ctaaagtccc cagtcaccca cccggactcg gantctccyc agacgccgag 60 
atg egg gtc ayg gcg ccc cga acc stc etc ctg ctg etc teg ggr gec 10 8 

Met Arg Val Xaa Ala Pro Arg Thr Xaa Leu Leu Leu Leu Ser Gly Ala 

-20 "15 " 10 

ctg gec ctg acc gag acc tgg gee kgc tec cac tec atg agg tat ttc 156 
Leu Ala Leu Thr Glu Thr Trp Ala Xaa Ser His Ser Met Arg Tyr Phe 

-5 1 5 

tac acc gee gtg tec egg ccc ggc cgc ggr gag ccc cgc ttc ate kca 204 
Tyr Thr Ala Val Ser Arg Pro Gly Arg Gly Glu Pro Arg Phe He Xaa 

10 15 20 

gtg ggc tac gtg gac gac acs cag ttc gtg agg ttc gac age gac gec 252 



165 



Val Gly Tyr Val 
25 

gcg agt ccg agg 
Ala Ser Pro Arg 

ccg gag tat tgg 
Pro Glu Tyr Trp 
60 

cgc agg aga t 
Arg Arg Arg 
75 



Asp Asp Thr Gin 
30 

ang gag ccc egg 
Xaa Glu Pro Arg 
45 

gac egg aac aca 
Asp Arg Asn Thr 



Phe Val Arg Phe 
35 

gcg ccr tgg ata 
Ala Pro Trp lie 
50 

cag ate tnc aag 
Gin He Xaa Lys 
65 



Asp Ser Asp Ala 
40 

gag cag gag ggg 300 
Glu Gin Glu Gly 
55 

acc aac aca ctt 348 
Thr Asn Thr Leu 
70 

358 



<210> 212 
<211> 529 
<212> DNA 
<213> Homo sapiens 



<220> 
p <221> CDS 

<222> 62 . .529 



U3 



<221> sig_peptide 
<222> 62 . . 127 
<223> score 9.9 

seq XLLLSGALALTQT/WA 



~ <400> 212 

agtcccggtt ctaaagtccc cagtcaccca cccggactcr gattctcccc agacgecgag 

9 at 9 9 CC 9 tc at 9 9 C 9 ccc cga acc ctC StC Ctg ° ta Ct ° tC9 999 9CY 
Met Ala Val Met Ala Pro Arg Thr Leu Xaa Leu Leu Leu Ser Gly Ala 

SW _ 20 -15 -10 

T ctg gee ctg acc cag acc tgg gcg ggc tcy cac tec atg agg tat ttc 
^ Leu Ala Leu Thr Gin Thr Trp Ala Gly Ser His Ser Met Arg Tyr Phe 
0-5 15 10 

tyc aca tec gtg tec ngg ccc ggc cgc ggg gag ccc cgc ttc ate gca 
Xaa Thr Ser Val Ser Xaa Pro Gly Arg Gly Glu Pro Arg Phe He Ala 

15 20 25 

gtg ggc tac gtg gac gac acg cag ttc gtg egg ttc gac age gac gec 
Val Gly Tyr Val Asp Asp Thr Gin Phe Val Arg Phe Asp Ser Asp Ala 

30 35 40 

gcg age cag agg atg gag ccg egg gcg ccg tgg ata gag cag gag ggt 
Ala Ser Gin Arg Met Glu Pro Arg Ala Pro Trp He Glu Gin Glu Gly 

45 50 55 

ccg gag tat tgg gac ggg gag aca egg aaa gtg aag gee cac tea cag 
Pro Glu Tyr Trp Asp Gly Glu Thr Arg Lys Val Lys Ala His Ser Gin 

60 65 70 

act cac cga gtg gac ctg ggg acc ctg cgc ggc tac tac aac cag age 
Thr His Arg Val Asp Leu Gly Thr Leu Arg Gly Tyr Tyr Asn Gin Ser 
75 80 85 90 

gag gec ggt tct cac acc gtc cag agg atg tat ggc tgc gac gtg ggg 
Glu Ala Gly Ser His Thr Val Gin Arg Met Tyr Gly Cys Asp Val Gly 

95 100 105 

teg gac tgg cgc ttc etc cgc ggg tac cac cag tac gee tac gac ggc 



60 
109 



157 



205 



253 



301 



349 



397 



445 



493 



166 



Ser Asp Trp Arg Phe Leu Arg Gly 
110 

aag gat tac ate gec ctg aaa gag 
Lys Asp Tyr He Ala Leu Lys Glu 
125 130 



Tyr His Gin Tyr Ala Tyr Asp Gly 
115 120 
gac ctg cgc tct 
Asp Leu Arg Ser 



<210> 213 
<211> 424 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 64 . .423 



<221> sig_peptide 
<222> 64 . . 114 
<223> score 9.3 

seq SLLLLLSGALALT/DT 

<400> 213 

aggttctaaa gtcccacgca ccccgcggga ctcatatttt tcccagacgc ggaggttggg 60 
gtc atg gcg ccc cga age etc etc ctg ctg etc tea ggg gee ctg gec 108 
Met Ala Pro Arg Ser Leu Leu Leu Leu Leu Ser Gly Ala Leu Ala 
J3 -15 -10 "5 

*D ctg acc gat act tgg gcg ggc tec cac tec ttg agg tat ttc age acc 156 
Leu Thr Asp Thr Trp Ala Gly Ser His Ser Leu Arg Tyr Phe Ser Thr 

15 10 
get gtg teg egg ccc ggc cgc ggg gag ccc cgc tac ate gec gtg gag 2 04 

Ala Val Ser Arg Pro Gly Arg Gly Glu Pro Arg Tyr He Ala Val Glu 
15 20 25 30 

tac gta gac gac acg caa ttc ctg egg ttc gac age gac gec gcg att 252 
Tyr Val Asp Asp Thr Gin Phe Leu Arg Phe Asp Ser Asp Ala Ala He 

35 40 45 

ccg agg atg gag ccg egg gag ccg tgg gtg gag caa gag ggg ccg cag 300 
Pro Arg Met Glu Pro Arg Glu Pro Trp Val Glu Gin Glu Gly Pro Gin 

50 55 60 

tat tgg gag tgg acc aca ggg tac gec aag gec aac gca cag act gac 348 
Tyr Trp Glu Trp Thr Thr Gly Tyr Ala Lys Ala Asn Ala Gin Thr Asp 

65 70 75 

cga gtg gec ctg agg aac ctg etc cgc cgc tac aac cag age gag get 
Arg Val Ala Leu Arg Asn Leu Leu Arg Arg Tyr Asn Gin Ser Glu Ala 

80 85 90 

ggg tct cac acc etc cag gga atg aat g 
Gly Ser His Thr Leu Gin Gly Met Asn 
95 100 



396 



424 



<210> 214 
<211> 435 
<212> DNA 
<213> Homo sapiens 



<220> 



167 



<221> CDS 
<222> 24 . .434 

<221> sig_peptide 
<222> 24 . .74 
<223> score 8.4 

seq TLLLLLSEALALT/QT 



= 5 



<400> 214 

ctcaggactc agaggctggg ate atg gta gat gga acc etc ctt tta etc etc 

Met Val Asp Gly Thr Leu Leu Leu Leu Leu 

-15 -10 



teg gag gee ctg gee ctt acc cag acc tgg gcg ggc tec cac tec ttg 
Ser Glu Ala Leu Ala Leu Thr Gin Thr Trp Ala Gly Ser His Ser Leu 

-5 1 5 

aag tat ttc cac act tec gtg tec egg ccc ggc cgc ggg gag ccc cgc 
Lys Tyr Phe His Thr Ser Val Ser Arg Pro Gly Arg Gly Glu Pro Arg 
il 10 15 20 25 

t ttc ate tct gtg ggc tac gtg gac gac acc cag ttc gtg cgc ttc gac 
Phe He Ser Val Gly Tyr Val Asp Asp Thr Gin Phe Val Arg Phe Asp 
Ul 30 35 40 

^ aac gac gee gcg agt ccg agg atg gtg ccg egg gcg ccg tgg atg gag 
W Asn Asp Ala Ala Ser Pro Arg Met Val Pro Arg Ala Pro Trp Met Glu 
£) 45 50 55 

S cag gag ggg tea gag tat tgg gac egg gag aca egg age gec agg gac 
=0 Gin Glu Gly Ser Glu Tyr Trp Asp Arg Glu Thr Arg Ser Ala Arg Asp 
60 65 70 

acc gca cag att ttc cga gtg aac ctg egg acg ctg cgc ggc tac tac 
Thr Ala Gin He Phe Arg Val Asn Leu Arg Thr Leu Arg Gly Tyr Tyr 
75 80 85 

! H aat cag age gag gee ggg tct cac acc ctg cag tgg atg cat ggc tgc 
3* Asn Gin Ser Glu Ala Gly Ser His Thr Leu Gin Trp Met His Gly Cys 
O 90 95 100 105 

O gag ctg ggg ccc gaa ggc get tec tec gcg ggt atg aca gtt cgc c 
Glu Leu Gly Pro Glu Gly Ala Ser Ser Ala Gly Met Thr Val Arg 
110 115 120 



101 



149 



197 



245 



293 



341 



389 



435 



<210> 


215 


<211> 


301 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


100. .300 


<221> 


sig_peptide 


<222> 


100. . 162 


<223> 


score 10.5 




seq VLGLCLLSVGVWG/QD 



<400> 215 



168 



ctcctcccct cccagcctca ggtgcctgct tcagaaaatg aagtagtaag tctgctggcc 60 
tccgccatct tagtaaagta acagtcccat gaaacaaag atg cag teg ggc act 114 

Met Gin Ser Gly Thr 
-20 

cac tgg aga gtt ctg ggc etc tgc etc tta tea gtt ggc gtt tgg ggg 162 
His Trp Arg Val Leu Gly Leu Cys Leu Leu Ser Val Gly Val Trp Gly 

-15 -10 - 5 

caa gat ggt aat gaa gaa atg ggt ggt att aca cag aca cca tat aaa 210 
Gin Asp Gly Asn Glu Glu Met Gly Gly He Thr Gin Thr Pro Tyr Lys 
15 10 15 

gtc tec ate tct gga ace aca gta ata ttg aca tgc cct cag tat cct 258 
Val Ser He Ser Gly Thr Thr Val He Leu Thr Cys Pro Gin Tyr Pro 

20 25 30 

gga tct gaa ata eta tgg caa cac aat gat aaa aac ata ggc g 301 
Gly Ser Glu He Leu Trp Gin His Asn Asp Lys Asn He Gly 
35 40 45 



<210> 216 
p <211> 399 
Jk <212> DNA 
jjs <213> Homo sapiens 

Li <220> 

<221> CDS 
<222> 87 . .398 



*%0 
.fi- 



ll y 
1 0 



<221> sig_peptide 
<222> 87 . . 146 
<223> score 7.4 

seq FGMVFSLLQWSG/ES 



<400> 216 

ttcctccctc cctcccttcc tcttactctc attcatttca tacacactgg ctcacacatc 
tactctctct ctctatctct ctcaga atg aca att eta ggt aca act ttt ggc 

Met Thr He Leu Gly Thr Thr Phe Gly 
-20 -15 
atg gtt ttt tct tta ctt caa gtc gtt tct gga gaa agt ggc tat get 
Met Val Phe Ser Leu Leu Gin Val Val Ser Gly Glu Ser Gly Tyr Ala 

-10 -5 1 5 

caa aat gga gac ttg gaa gat gca gaa ctg gat gac tac tea ttc tea 
Gin Asn Gly Asp Leu Glu Asp Ala Glu Leu Asp Asp Tyr Ser Phe Ser 

10 15 20 

tgc tat age cag ttg gaa gtg aat gga teg cag cac tea ctg ace tgt 
Cys Tyr Ser Gin Leu Glu Val Asn Gly Ser Gin His Ser Leu Thr Cys 

25 30 35 

get ttt gag gac cca gat gtc aac aye ace aat ctg gaa ttt gaa ata 
Ala Phe Glu Asp Pro Asp Val Asn Xaa Thr Asn Leu Glu Phe Glu He 

40 45 50 

tgt ggg gee etc gtg gag gta aag tgc ctg aat ttc agg aaa eta caa 
Cys Gly Ala Leu Val Glu Val Lys Cys Leu Asn Phe Arg Lys Leu Gin 

55 60 65 

gag ata tat ttc ate gag aca aag aaa ttc tta ctg att gga aag a 
Glu He Tyr Phe He Glu Thr Lys Lys Phe Leu Leu He Gly Lys 



60 
113 



161 



209 



257 



305 



353 



399 



169 



70 75 

<210> 217 
<211> 466 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 20 . .466 

<221> sig_peptide 
<222> 20 . . 91 
<223> score 3.8 

seq LLRLLQSGRRVHS/VA 



148 



<400> 217 

aagtcctctt ccgggcaaa atg gcg atg gga eta atg tgc gga cgc egg gag 52 

Met Ala Met Gly Leu Met Cys Gly Arg Arg Glu 
-20 -15 
ctt ctg cgc ttg eta cag tec ggg cgt egg gtc cac age gtc gca ggg 100 
Leu Leu Arg Leu Leu Gin Ser Gly Arg Arg Val His Ser Val Ala Gly 

-10 -5 1 

ccc teg caa tgg ctt ggg aaa ccg ctg acc aca egg etc eta ttc cca 
Pro Ser Gin Trp Leu Gly Lys Pro Leu Thr Thr Arg Leu Leu Phe Pro 

5 10 15 

gta gee ccg tgc tgc tgt cgc cca cac tac etc ttc ctt gcg get tec 196 
Val Ala Pro Cys Cys Cys Arg Pro His Tyr Leu Phe Leu Ala Ala Ser 
20 25 30 35 

ggc ccc cgc age etc agt acc tct get ate ten ntt gca gaa gtc cag 244 
Gly Pro Arg Ser Leu Ser Thr Ser Ala He Ser Xaa Ala Glu Val Gin 

40 45 50 

gtt cag gee cct cct gtt gtt get gca act ccc tea ccc aca gca gta 
Val Gin Ala Pro Pro Val Val Ala Ala Thr Pro Ser Pro Thr Ala Val 

55 60 65 

cct gag gtg get tct gga gag act gca gat gta gtc caa act get gca 
Pro Glu Val Ala Ser Gly Glu Thr Ala Asp Val Val Gin Thr Ala Ala 

70 75 80 

gag cag age ttc get gaa ctg ggg ctg ggg tea tac acc cca gtg gga 
Glu Gin Ser Phe Ala Glu Leu Gly Leu Gly Ser Tyr Thr Pro Val Gly 

85 90 95 

ctg ate cag aat tta ctg gaa ttt atg cat gtt gat ctg ggc eta cct 
Leu He Gin Asn Leu Leu Glu Phe Met His Val Asp Leu Gly Leu Pro 
100 105 HO H5 

tgg tgg ggg gec att get gca tgt aca gtc 
Trp Trp Gly Ala He Ala Ala Cys Thr Val 
120 125 

<210> 218 
<211> 271 
<212> DNA 
<213> Homo sapiens 



292 



340 



388 



436 



466 



170 



<220> 

<2 21> CDS 

<222> 46 . .270 

<221> sig_peptide 
<222> 46. .180 
<223> score 6 . 5 

seq LLLLVLHPSRXSA/VS 



<400> 218 

ataaaatggc gcgtgctgca acccgcgccc gcttcggaga gagaa atg ctg ggg tgc 

Met Leu Gly Cys 
-45 

age ttc aag ctt agg acc acc cac cat gec tat cca ggt get gaa ggg 
Ser Phe Lys Leu Arg Thr Thr His His Ala Tyr Pro Gly Ala Glu Gly 

-40 -35 -30 

cct gac cat cac tea ttn aag aac aga gga ggc tgc ctg tta etc ctg 
Pro Asp His His Ser Xaa Lys Asn Arg Gly Gly Cys Leu Leu Leu Leu 
-25 -20 "15 -10 

gtg ttg cat ccc tec aga ewe tct get gtt tec tgc eta ggc gtg get 
Val Leu His Pro Ser Arg Xaa Ser Ala Val Ser Cys Leu Gly Val Ala 

-5 1 5 

gca gee atg get agg aaa gtg ctg cca ccc acc cac ctg ggc cag age 
Ala Ala Met Ala Arg Lys Val Leu Pro Pro Thr His Leu Gly Gin Ser 
g 10 15 20 

|} tgg ttc tgc tec tgc tgc agg g 
Trp Phe Cys Ser Cys Cys Arg 
25 30 



2 : 



<210> 219 
<211> 311 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 135. .311 

<221> sig_j>eptide 
<222> 135. .185 
<223> score 8.9 

seq ILIIGILLPQSLA/HP 



57 



105 



153 



201 



249 



271 



<400> 219 

gcccagtcgc gccgccagcg ggctgagggt aggaagtagc cgctccgcag tggaggegae 60 
tgggggctga agagcgcgcc gccctctcgt cccactttcc aggtgtgtga tcctgtaaaa 120 
ttaaatcttc caag atg ate tgg tat ata tta att ata gga att ctg ctt 170 
Met He Trp Tyr He Leu He He Gly He Leu Leu 
-15 -10 
ccc cag tct ttg get cat cca ggc ttt ttt act tea att ggt cag atg 218 
Pro Gin Ser Leu Ala His Pro Gly Phe Phe Thr Ser He Gly Gin Met 
-5 1 5 10 



171 



act gat ttg ate 
Thr Asp Leu lie 
15 

tat att aag gca 
Tyr lie Lys Ala 
30 



cat act gag aaa 
His Thr Glu Lys 

gaa gag gac aag 
Glu Glu Asp Lys 
35 



gat ctg gtg act 
Asp Leu Val Thr 
20 

tta gaa caa ata 
Leu Glu Gin lie 



tct ctg aaa gat 
Ser Leu Lys Asp 
25 

aaa aaa tgg 
Lys Lys Trp 
40 



<210> 220 
<211> 813 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 182 . . 811 



<221> sig_peptide 
<222> 182 . .277 
<223> score 8.1 

seq FLLFFWLDRSVLA/KE 



60 
120 
180 



<400> 220 

aaaaaaattt acatgacatt atttacatac caaacctgcc ctacgcttcc tggaaacttt 
actacttatg agtgtggctc ctccttccct ttcaatccct taattaaata gcttcccctc 
tacaggcttt tgaagtggta gcagttcctc ctaactcctg ccagaaacag ctctcctcaa 
c atg aga get gca ccc etc etc ctg gec agg gca gca age ctt age ctt 229 
Met Arg Ala Ala Pro Leu Leu Leu Ala Arg Ala Ala Ser Leu Ser Leu 
-30 -25 -20 

ggc ttc ttg ttt ctg ctt ttt ttc tgg eta gac cga agt gta eta gee 277 
Gly Phe Leu Phe Leu Leu Phe Phe Trp Leu Asp Arg Ser Val Leu Ala 

-15 -10 " 5 

aag gag ttg aag ttt gtg act ttg gtg ttt egg cat gga gac cga agt 325 
Lys Glu Leu Lys Phe Val Thr Leu Val Phe Arg His Gly Asp Arg Ser 
15 10 15 

ccc att gac ace ttt ccc act gac ccc ata aag gaa tec tea tgg cca 373 
Pro He Asp Thr Phe Pro Thr Asp Pro He Lys Glu Ser Ser Trp Pro 

20 25 30 

caa gga ttt ggc caa etc acc cag ctg ggc atg gag cag cat tat gaa 
Gin Gly Phe Gly Gin Leu Thr Gin Leu Gly Met Glu Gin His Tyr Glu 

35 40 4 5 

ctt gga gag tat ata aga aag aga tat aga aaa ttc ttg aat gag tec 
Leu Gly Glu Tyr He Arg Lys Arg Tyr Arg Lys Phe Leu Asn Glu Ser 

50 55 60 

tat aaa cat gaa cag gtt tat att cga age aca gac gtt gac egg act 
Tyr Lys His Glu Gin Val Tyr He Arg Ser Thr Asp Val Asp Arg Thr 
65 70 75 80 

ttg atg agt get atg aca aac ctg gca gee ctg ttt ccc cca gaa ggt 565 
Leu Met Ser Ala Met Thr Asn Leu Ala Ala Leu Phe Pro Pro Glu Gly 

85 90 95 

gtc age ate tgg aat cct ate eta etc tgg cag ccc ate ccg gtg cac 
Val Ser He Trp Asn Pro He Leu Leu Trp Gin Pro He Pro Val His 

100 105 HO 

aca gtt cct ctt tct gaa gat cag ttg eta tac ctg cct ttc agg aac 



421 



469 



517 



613 



661 



172 



Thr Val Pro Leu Ser Glu 
115 

tgc cct cgt ttt caa gaa 
Cys Pro Arg Phe Gin Glu 
130 

ttc cag aag agg ctg cac 
Phe Gin Lys Arg Leu His 
145 150 
aaa ctt tea gga tta cat 
Lys Leu Ser Gly Leu His 
165 

gtc tac ga 
Val Tyr 



Asp Gin Leu Leu Tyr Leu 
120 

ctt gag agt gag act ttg 
Leu Glu Ser Glu Thr Leu 
135 140 
cct tat aag gat ttt ata 
Pro Tyr Lys Asp Phe lie 
155 

ggc cag gac ctt ttt gga 
Gly Gin Asp Leu Phe Gly 
170 



Pro Phe Arg Asn 
125 

aaa tea gag gaa 7 09 

Lys Ser Glu Glu 

get ace ttg gga 757 
Ala Thr Leu Gly 
160 

att tgg agt aaa 805 
lie Trp Ser Lys 
175 

813 



In 



<210> 


221 


<211> 


717 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


182 . .715 


<221> 


sig_peptide 


<222> 


182. .277 


<223> 


score 8 . 1 




seq FLLFFWLDRSVLA/KE 



|= <400> 221 

aaaaaaattt acatgacatt atttacatac caaacctgcc ctacgcttcc tggaaacttt 60 
u actacttatg agtgtggctc ctccttccct ttcaatccct taattaaata gcttcccctc 120 
tacaggcttt tgaagtggta gcagttcctc ctaactcctg ccagaaacag ctctcctcaa 180 
c atg aga get gca ccc etc etc ctg gec agg gca gca age ctt age ctt 229 
Met Arg Ala Ala Pro Leu Leu Leu Ala Arg Ala Ala Ser Leu Ser Leu 
-30 -25 -20 

ggc ttc ttg ttt ctg ctt ttt ttc tgg eta gac cga agt gta eta gee 



277 



Gly Phe Leu Phe Leu Leu Phe Phe Trp Leu Asp Arg Ser Val Leu Ala 

-15 -10 -5 

aag gag ttg aag ttt gtg act ttg ctg ggc atg gag cag cat tat gaa 
Lys Glu Leu Lys Phe Val Thr Leu Leu Gly Met Glu Gin His Tyr Glu 
15 10 15 

ctt gga gag tat ata aga aag aga tat aga aaa ttc ttg aat gag tec 
Leu Gly Glu Tyr He Arg Lys Arg Tyr Arg Lys Phe Leu Asn Glu Ser 

20 25 30 

tat aaa cat gna cag gtt tat att cga age aca gac gtt gac egg act 
Tyr Lys His Xaa Gin Val Tyr He Arg Ser Thr Asp Val Asp Arg Thr 

35 40 45 

ttg atg agt get atg aca aac ctg gca gec ctg ttt ccc cca gaa ggt 
Leu Met Ser Ala Met Thr Asn Leu Ala Ala Leu Phe Pro Pro Glu Gly 

50 55 60 

gtc age ate tgg aat cct ate eta etc tgg cag ccc ate ccg gtg cac 517 
Val Ser He Trp Asn Pro He Leu Leu Trp Gin Pro He Pro Val His 
65 70 75 80 



325 



373 



421 



469 



173 



aca gtt cct ctt tct gaa 
Thr Val Pro Leu Ser Glu 
85 

tgc cct cgt ttt caa gaa 
Cys Pro Arg Phe Gin Glu 
100 

ttc cag aag agg ctg cac 
Phe Gin Lys Arg Leu His 
115 

aaa ctt tea gga tta cat 
Lys Leu Ser Gly Leu His 

130 
gtc tac ga 
Val Tyr 
14 5 



gat cag ttg eta tac ctg 
Asp Gin Leu Leu Tyr Leu 
90 

ctt gag agt gag act ttg 
Leu Glu Ser Glu Thr Leu 
105 

cct tat aag gat ttt ata 
Pro Tyr Lys Asp Phe lie 
120 

ggc cag gac ctt ttt gga 
Gly Gin Asp Leu Phe Gly 
135 140 



cct ttc agg aac 565 
Pro Phe Arg Asn 
95 

aaa tea gag gaa 613 
Lys Ser Glu Glu 
110 

get acc ttg gga 661 

Ala Thr Leu Gly 

125 

att tgg agt aaa 709 
lie Trp Ser Lys 

717 



5F= 



<210> 222 
<211> 237 
<212> DNA 



if* <213> Homo sapiens 



<220> 
<221> CDS 
<222> 78. .236 

<221> sig_peptide 
<222> 78 . . 137 
<223> score 11.3 

seq VLLLWGILGAIQA/QQ 



<400> 222 

actcggcgcc cgcgcctcgg geegteggga gcggasctcc tegggaccag gacttcaggg 60 
ccacaggtgc tgccaag atg etc cag ggc acc tgc tec gtg etc ctg etc 110 

Met Leu Gin Gly Thr Cys Ser Val Leu Leu Leu 
-20 "15 ~ 10 

tgg gga ate ctg ggg gee ate cag gee cag cag cag gag gtc ate teg 
Trp Gly He Leu Gly Ala He Gin Ala Gin Gin Gin Glu Val He Ser 

-5 15 
ccg gac act acc gag aga aac aac aac tgc cca gag aag acc gac tgc 
Pro Asp Thr Thr Glu Arg Asn Asn Asn Cys Pro Glu Lys Thr Asp Cys 

10 15 20 

ccc ate cac gtg tac ttc gtg ctg gac acc t 
Pro He His Val Tyr Phe Val Leu Asp Thr 
25 30 



158 



206 



237 



<210> 223 
<211> 485 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 167. .484 



174 



<221> sig_peptide 
<222> 167. .205 
<223> score 6.4 

seq MWGDLWLLPXASA/NP 



tttccggtgc tcgcccgagc agggttgggg cgagtggacc gcgcctctaa aggcgcttgc 60 

cagtgcaatc tgggcgatcg cttcctggtc ctcgcctcct ccgctgtctc cctggagttc 120 

ttgcaagtcg gccaggatgt ctcagaccct tgtctgagac cgagct atg tgg ggc i/b 

^ 3 3 Met Trp Gly 

gac etc tgg etc etc ccg cyt gec tct gec aat ccg ggc act ggg aca 223 
Asp Leu Trp Leu Leu Pro Xaa Ala Ser Ala Asn Pro Gly Thr Gly Thr 

-10 " 5 1 j OTT 

gag get gag ttt gag aaa get gca gag gag gtt agg cac ctt dag ace 271 
Glu Ala Glu Phe Glu Lys Ala Ala Glu Glu Val Arg His Leu Xaa Thr 
10 15 20 

n aag cca teg gat gag gag atg ctg ttc ate tat ggc cac tac aaa caa 319 
"t Lys Pro Ser Asp Glu Glu Met Leu Phe lie Tyr Gly His Tyr Lys Gin 
^ 25 30 35 

m gca act gtg ggc gac ata aan kca gaa egg ccc ggr nng ttg gac ttc 367 
^ Ala Thr Val Gly Asp He Xaa Xaa Glu Arg Pro Gly Xaa Leu Asp Phe 
MJ 40 45 50 

m acg ggc aag gec aag tgg gat gec tgg aat gag ctg aaa ggg act tec 415 
*0 Thr Gly Lys Ala Lys Trp Asp Ala Trp Asn Glu Leu Lys Gly Thr Ser 

55 60 65 70 

y aag gaa gat gee aat gaa age tta cat caa caa agt aga aga get aaa 463 
U Lys Glu Asp Ala Asn Glu Ser Leu His Gin Gin Ser Arg Arg Ala Lys 
^ 75 80 85 

^ gaa aaa ata egg gat aat gag a 
s ^ Glu Lys He Arg Asp Asn Glu 



3? 

4* 90 
1*1 

O <210> 224 

<211> 443 
<212> DNA 

<213> Homo sapiens 



485 



<220> 
<221> CDS 
<222> 175. .441 



<221> sig_j>eptide 
<222> 175. .234 
<223> score 11.6 

seq ILGLLTAVPPASC/QQ 



<400> 224 

atccgacgcc cgtcttcgtg 
ctccagggcc agactgagee 
ctccaggagc ccagacaccg 



tctcctccct ccctcgcctt 
caggttgatt teaggeggae 
gcggccagaa gcaaggctag 



cctccttcct agctcctctc 
accaatagac tccacagcag 
gagctgetge agee atg 
Met 



175 



. ft 



-20 

tea gec etc age etc etc att ctg ggc ctg etc acg gca gtg cca cct 
Ser Ala Leu Ser Leu Leu lie Leu Gly Leu Leu Thr Ala Val Pro Pro 

.15 -10 -5 

gee age tgt cag caa ggc ctg ggg aac ctt eag ccc tgg atg cag ggc 
Ala Ser Cys Gin Gin Gly Leu Gly Asn Leu Gin Pro Trp Met Gin Gly 

1 5 1° 

ctt ate gcg gtg gee gtg ttc ctg gtc etc gtt gca ate gec ttt gca 
Leu lie Ala Val Ala Val Phe Leu Val Leu Val Ala lie Ala Phe Ala 

15 20 25 

gtc nnc cac ttc tgg tgc cag gag gag ccg gag cct gca cac atg ate 
Val Xaa His Phe Trp Cys Gin Glu Glu Pro Glu Pro Ala Hxs Met lie 
30 35 40 45 

ctg acc gtc gga aac aag gca gat gga gtc ctg gtg gga aac mga tgg 
Leu Thr Val Gly Asn Lys Ala Asp Gly Val Leu Val Gly Asn Arg Trp 

50 55 60 

aaa ggt act ctt cga tgg egg gec ag 
Lys Gly Thr Leu Arg Trp Arg Ala 
65 



=h <210> 225 



<211> 397 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 106. .396 

<221> sig_peptide 
<222> 106. .156 
<223> score 5.7 

seq LLYYALCFSLSKA/SA 



<400> 225 4-„„„„ 

agaacaaaga taaggcatca cggacaccac accgggcacg agctcacagg caagtcaagc 

tqkgaggacc aaggceggge ageegggage acccaaggca ggaaa atg agg tgg ctg 

3 3 Mot- A r-rr Trn LGU 



Met Arg Trp Leu 
15 



20 25 



cca gat ggg ttt egg ate aag ctt tac ttc atg cac ttc aac ttg gaa 
Pro Asp Gly Phe Arg lie Lys Leu Tyr Phe Met His Phe Asn Leu Glu 

40 45 50 

tec tec tac ctt tgt gaa tat gac tat gtg aag gtg aga etc ctg atg 
Ser Ser Tyr Leu Cys Glu Tyr Asp Tyr Val Lys Val Arg Leu Leu Met 



225 



273 



321 



369 



417 



443 



60 
117 



165 



ctt etc tat tat get ctg tgc ttc tec ctg tea aag get tea gec cac 
Leu Leu Tyr Tyr Ala Leu Cys Phe Ser Leu Ser Lys Ala Ser Ala His 

-10 "5 1 

acc gtg gag eta aac aat atg ttt ggc cag ate cag teg cct ggt tat 213 
Thr Val Glu Leu Asn Asn Met Phe Gly Gin lie Gin Ser Pro Gly Tyr 

5 10 15 

cca gac tec tat ccc agt gat tea gag gtg act tgg aat ate act gtc 261 
Pro Asp Ser Tyr Pro Ser Asp Ser Glu Val Thr Trp Asn He Thr Val 

30 35 



309 



357 



176 



55 60 65 

tec eta act ggg cca ggc tct ctt ctg gga ttt aga caa g 3 97 

Ser Leu Thr Gly Pro Gly Ser Leu Leu Gly Phe Arg Gin 
70 75 80 

<210> 226 
<211> 204 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 44 . .202 

<221> sigjpeptide 
<222> 44 . .106 
<223> score 8.9 

seq VLLFSGFWGLAMG/AF 

S <400> 226 „ 
Ul agagagaaag agagagcgcg cgccagggag aggagaawag aag atg agg att att 

Met Arg lie lie 
-20 

« tec aga cag att gtc ttg tta ttt tct gga ttt tgg gga etc gee atg 103 
m Ser Arg Gin He Val Leu Leu Phe Ser Gly Phe Trp Gly Leu Ala Met 
.ft -15 -10 -5 

T gga gcc ttt ccg age age gtg caa ata ggt ggt etc ttc ate cga aac 
- Gly Ala Phe Pro Ser Ser Val Gin lie Gly Gly Leu Phe He Arg Asn 
J: ! 5 10 15 

ffi aca gat cag gaa tac act get ttt cga tta gca att ttt ctt cat aac 
iU Thr Asp Gin Glu Tyr Thr Ala Phe Arg Leu Ala He Phe Leu His Asn 
=P 20 25 30 

S 204 
acc ag 

O Thr 

<210> 227 
<211> 502 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 114 . .500 



151 



199 



<221> sig_peptide 
<222> 114. .257 
<223> score 4 . 7 

seq LFTLSHITQLVLS/HN 



agggcgtgtt cgctgttcag tgcsggtgtt gcagggagtg agggcagctg gagtgcgttc 60 
tgecgaaget tgtggttgca cgcccatcgt cttaggggct accttccgtg acc atg lie 



177 



5 S 
•=acr 



tt 

<210> 228 
<211> 355 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 11. .355 



164 



212 



260 



Met 

tec aag tct ctg aag aag ttg gtg gag gag age egg gag aag aac cag 
Ser Lys Ser Leu Lys Lys Leu Val Glu Glu Ser Arg Glu Lys Asn Gin 

.45 -40 "35 

ccc gag gtg gac atg agt gac egg ggc ate tec aac atg ctg gat gtc 
Pro Glu Val Asp Met Ser Asp Arg Gly He Ser Asn Met Leu Asp Val 

-30 -25 "2° 

aac ggc etc ttt acc tta tec cat ate aca caa ctg gtm etc age cat 
Asn Gly Leu Phe Thr Leu Ser His He Thr Gin Leu Val Leu Ser His 

-15 -10 " 5 1 

aac aag eta aca atg gtg cca ccg aac ate gca gaa ctg aag aat ttg 308 
Asn Lys Leu Thr Met Val Pro Pro Asn lie Ala Glu Leu Lys Asn Leu 

5 10 15 

gag gtg etc aac ttt ttt aat aac caa ate gag gag ctg ccc aca nag 356 
Glu Val Leu Asn Phe Phe Asn Asn Gin He Glu Glu Leu Pro Thr Xaa 

20 25 30 

ate agt age ctt cag aaa etc aaa cac ctg aac ctt ggc atg aac agg 404 
He Ser Ser Leu Gin Lys Leu Lys His Leu Asn Leu Gly Met Asn Arg 

35 40 45 

ctg aac act ttg cca cga ggc ttc ggc tec ctg cca get ctt gag gtt 452 
Leu Asn Thr Leu Pro Arg Gly Phe Gly Ser Leu Pro Ala Leu Glu Val 
yi 50 55 60 65 

ctg gac ttg acg tac aac aac ttg age gaa aat tct ctt cct gga aac 500 
^ Leu Asp Leu Thr Tyr Asn Asn Leu Ser Glu Asn Ser Leu Pro Gly Asn 

70 75 80 



502 



<221> sig_j>eptide 
<222> 11. .70 
<223> score 4.3 

seq VGCLPVLCSGTAG/HL 



<400> 228 

ggactccagc atg gcg acc gcg gtg cgc get gtg ggc tgc etc ccc gtg 
Met Ala Thr Ala Val Arg Ala Val Gly Cys Leu Pro Val 
-20 -15 " 10 

ctg tgt age ggg acg gca ggt cat tta ttg ggg agg cag tgt tec eta 
Leu Cys Ser Gly Thr Ala Gly His Leu Leu Gly Arg Gin Cys Ser Leu 

-5 1 5 

aac acc tta cca gca get tec att ttg gca tgg aag agt gtt etc ggc 
Asn Thr Leu Pro Ala Ala Ser He Leu Ala Trp Lys Ser Val Leu Gly 
10 15 20 25 

aat ggc cat ttg tea tea ctg gga acc aga gac acc cat ccc tac gee 
Asn Gly His Leu Ser Ser Leu Gly Thr Arg Asp Thr His Pro Tyr Ala 



49 



97 



145 



193 



178 



30 

age ttg age cgt gca ctg 
Ser Leu Ser Arg Ala Leu 
45 

cac ctg atg age cag cag 
His Leu Met Ser Gin Gin 
60 

act gca gat gag ctg tgg 
Thr Ala Asp Glu Leu Trp 
75 

gca aaa aaa gga aga ggc 
Ala Lys Lys Gly Arg Gly 
90 95 



35 

cag aca caa tgc tgt att 
Gin Thr Gin Cys Cys He 
50 

tat aga cca tat agt ttc 
Tyr Arg Pro Tyr Ser Phe 
65 

aaa ggc get tta gca gag 
Lys Gly Ala Leu Ala Glu 
80 85 



40 

tct tct ccc agn 241 
Ser Ser Pro Xaa 
55 

ttc act aaa ttg 289 

Phe Thr Lys Leu 

70 

act ggt get gga 33 7 

Thr Gly Ala Gly 

355 



<210> 229 
<211> 376 
<212> DNA 
<213> Homo sapiens 



.f* <220> 



<221> CDS 
<222> 213. .374 



180 
233 



^ <221> sig_peptide 

tfJ <222> 213 . .320 

^0 <223> score 8.3 

%S seq LCLLVFVCLQSLS/AM 

W\ <400> 229 ^ cn 

taatacagat ttgtaacatt agttttaaaa agggaaagtt ttgttctgta tattttgtta 60 
! " ccttttacag aataaaagaa ttacatatga aaaaccctct aaaccatggc acttgatgtg 120 
f atgtggcagg agggcagtgg tggagctgga cctgcctgct geagtcaegt gtaaacagga 
O ttattattag tgttttatgc atgtaatgga ct atg cac act ttt aat ttt gtc 
n Met His Thr Phe Asn Phe Val 

*~ -35 -30 

aga ttc aca cat gec act atg age ttt cag act cca get gtg aag aga 281 
Arq Phe Thr His Ala Thr Met Ser Phe Gin Thr Pro Ala Val Lys Arg 

-25 -20 -15 

etc tgt ttg ctt gtg ttt gtt tgt ttg cag tct etc tct gee atg gec 329 
Leu Cys Leu Leu Val Phe Val Cys Leu Gin Ser Leu Ser Ala Met Ala 

-10 -5 1 

ttg gca ggc tgc tgg aag gca get tgt gga ggc cgt tgg ttc cgc cc 376 
Leu Ala Gly Cys Trp Lys Ala Ala Cys Gly Gly Arg Trp Phe Arg 
5 10 15 



<210> 230 
<211> 424 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 190. .423 



179 



<221> sigjpeptide 
<222> 190. .285 
<223> score 11 

seq LGLLLS VLAATLA/ QA 



<400> 230 

aactttgctc aaagtcgctg gactctaagc tgtcggaggg accgctggac agacctggga 60 
actgacagag ggcctggagg gaaacaggcc aaagacccac aggcagagtt gacacggaac 12 0 
cccaaagcaa ggaggagggc tcgggcccga gaccgttcac ctccccttat ccctgttccc 180 
ctcttcagg atg gag ctg acc tea agg gaa aga ggg agg gga cag cct ctg 231 
Met Glu Leu Thr Ser Arg Glu Arg Gly Arg Gly Gin Pro Leu 
-30 -25 -20 

ccc tgg gaa ctt cga ctg ggc eta ctg eta age gtg ctg get gee aca 
Pro Trp Glu Leu Arg Leu Gly Leu Leu Leu Ser Val Leu Ala Ala Thr 

-15 -10 "5 

ctg gca cag gee cct gee ccg gat gtg cct ggc tgt tec agg gga age 
Leu Ala Gin Ala Pro Ala Pro Asp Val Pro Gly Cys Ser Arg Gly Ser 

15 10 
tgc tac ccc gec asg ggc gac ctg ctg gtg ggc cga get gac aga ctg 
^ Cys Tyr Pro Ala Xaa Gly Asp Leu Leu Val Gly Arg Ala Asp Arg Leu 
^ 15 20 25 30 

^ act gec tea tec act tgt ggc ctg aat ggc ccc age eta ctg cat cgt c 
*P Thr Ala Ser Ser Thr Cys Gly Leu Asn Gly Pro Ser Leu Leu His Arg 
*f! 35 40 45 



<210> 231 
<211> 503 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 124. .501 

<221> sig_peptide 
<222> 124 . . 186 
<223> score 7.7 

seq GFWLVLLQCCSA/YK 



279 



327 



375 



424 



<400> 231 

ggagtgggac aggtatataa aggaagtaca gggcctgggg aagaggcect gtctaggtag 60 
ctggcaccag gagccgtggg caagggaaga ggccacaccc tgccctgctc tgctgcagcc 12 0 
aga atg ggt gtg aag gcg tct caa aca ggc ttt gtg gtc ctg gtg ctg 168 

Met Gly Val Lys Ala Ser Gin Thr Gly Phe Val Val Leu Val Leu 
-20 -15 -10 

etc cag tgc tgc tct gca tac aaa ctg gtc tgc tac tac acc age tgg 216 
Leu Gin Cys Cys Ser Ala Tyr Lys Leu Val Cys Tyr Tyr Thr Ser Trp 

-5 1 5 10 

tec cag tac egg gaa ggc gat ggg age tgc ttc cca gat gec ctt gac 264 
Ser Gin Tyr Arg Glu Gly Asp Gly Ser Cys Phe Pro Asp Ala Leu Asp 
15 20 25 



180 



cgc ttc etc tgt acc cac 
Arg Phe Leu Cys Thr His 
30 

gat cac ate gac acc tgg 
Asp His He Asp Thr Trp 
45 

etc aac aca etc aag aac 
Leu Asn Thr Leu Lys Asn 
60 

gtc gga gga tgg aac ttt 
Val Gly Gly Trp Asn Phe 
75 80 
aac acc cag agt cgc egg 
Asn Thr Gin Ser Arg Arg 
95 



ate ate tac age ttt gee 
He He Tyr Ser Phe Ala 
35 

gag tgg aat gat gtg acg 
Glu Trp Asn Asp Val Thr 
50 

agg aac ccc aac ctg aag 
Arg Asn Pro Asn Leu Lys 
65 70 
ggg tct caa aga ttt tec 
Gly Ser Gin Arg Phe Ser 
85 

act ttc ate aag tea gta 
Thr Phe He Lys Ser Val 
100 



aat ata age aac 312 
Asn He Ser Asn 
40 

etc tac ggc atg 360 

Leu Tyr Gly Met 

55 

act etc ttg tct 408 
Thr Leu Leu Ser 

aag ata gee tec 456 
Lys He Ala Ser 
90 

ccg cca ttt ct 503 
Pro Pro Phe 
105 



<210> 232 

<211> 539 

Q <212> DNA 

1* <213> Homo sapiens 

in 

<220> 
n <221> CDS 
MJ <222> 99. .539 

'43 <221> sig_peptide 

y§ <222> 99. .158 

s . <223> score 9.1 

m seq LLLLLLVFPATVL/FR 



m 

9 Z <400> 232 „ 
r ^ , 4. r^r-nnrnnann raccaaaaac 60 

116 



.=*» 



ccctcgctgc ccggagccyg gatgaagagt aacgecatta ccgccggagc cgccgagagc 
cttagccgac ggaaactgga cactggaccg gcagcgcc atg aga etc etc ccc cgc 

Met Arg Leu Leu Pro Arg 
-20 -15 
ttg ctg ctg ctt etc tta etc gtg ttc cct gee act gtc ttg ttc cga 
Leu Leu Leu Leu Leu Leu Leu Val Phe Pro Ala Thr Val Leu Phe Arg 

-10 "5 1 

ggc ggc ccc aga ggc tyg tta gca gtg gca caa gat ctt aca gag gat 
Gly Gly Pro Arg Gly Xaa Leu Ala Val Ala Gin Asp Leu Thr Glu Asp 

5 10 15 

gaa gaa aca gta gaa gat tec ata att gag gat gaa gat gat gaa gee 
Glu Glu Thr Val Glu Asp Ser He He Glu Asp Glu Asp Asp Glu Ala 

20 25 30 

gag gta gaa gaa gat gaa ccc aca gat ttg gta gaa gat aaa gag gaa 
Glu Val Glu Glu Asp Glu Pro Thr Asp Leu Val Glu Asp Lys Glu Glu 
35 40 45 50 

gaa gat gtg tct ggt gaa cct gaa get tea ccg agt gca gat aca act 
Glu Asp Val Ser Gly Glu Pro Glu Ala Ser Pro Ser Ala Asp Thr Thr 

55 60 65 

ata ctg ttt gta aaa gga gaa gat ttt cca gca aat aac att gtg aag 
He Leu Phe Val Lys Gly Glu Asp Phe Pro Ala Asn Asn He Val Lys 
70 75 80 



164 



212 



260 



308 



356 



404 



181 



■-fi 

Ln 



5,1 




ttc ctg gta ggc ttt acc aac aag ggt aca gaa gat ttt att gtt gaa 
Phe Leu Val Gly Phe Thr Asn Lys Gly Thr Glu Asp Phe lie Val Glu 

85 90 95 

tec tta gat gec tea ttc cgt tat cct cag gac tac cag ttt tat ate 
Ser Leu Asp Ala Ser Phe Arg Tyr Pro Gin Asp Tyr Gin Phe Tyr He 

100 105 HO 

cag aat ttc aca get ctt cct ctg aac act gta gtg cca 
Gin Asn Phe Thr Ala Leu Pro Leu Asn Thr Val Val Pro 
115 120 125 

<210> 233 

<211> 567 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 273 . .566 

<221> sig_peptide 
<222> 273 . .314 
<223> score 3.7 

seq GLTISSLFSRLFG/KK 



%0 <400> 233 



452 



500 



539 



60 



gtcgccgcgg ccgccgcgtg acgtggcaca gccagagcct aaaggctara agecgraget 
gccgcgccag tcgcctagca ggtcctctac eggcttatte ctgtgccgga tettcategg 120 
« cacaggggcc actgagacgt ttctgcctcc ctctttcttc ctccgctctt tctcttccct 180 
S ctcgtttagt ttgcctggga gcttgaaagg agaaagcacg gggtcgcccc aaaccccttc 240 
IK tgcttctgcc catcacaagt gccactaccg cc atg ggc etc act ate tec tec 293 
IU 3 Met Gly Leu Thr He Ser Ser 

,=P -io 
O etc ttc tec cga eta ttt ggc aag aag cag atg cgc att ttg atg gtt 
a Leu Phe Ser Arg Leu Phe Gly Lys Lys Gin Met Arg He Leu Met Val 
-5 1 5 

gga ttg gat get get ggc aag aca acc att ctg tat aaa ctg aag tta 
Gly Leu Asp Ala Ala Gly Lys Thr Thr He Leu Tyr Lys Leu Lys Leu 
10 15 20 25 

ggg gag ata gtc acc acc att cct acc att ggt ttt aat gtg gaa aca 
Gly Glu He Val Thr Thr He Pro Thr He Gly Phe Asn Val Glu Thr 

30 35 40 

gta gaa tat aag aac att tgt ttc aca gta tgg gat gtt ggt ggt caa 
Val Glu Tyr Lys Asn He Cys Phe Thr Val Trp Asp Val Gly Gly Gin 

45 50 55 

gat aga att agg cct etc tgg aag cat tac ttc cag aat acc cag ggt 
Asp Arg He Arg Pro Leu Trp Lys His Tyr Phe Gin Asn Thr Gin Gly 

60 65 70 

ctt att ttt gtg gta gat age aac gat cgt gaa a 
Leu He Phe Val Val Asp Ser Asn Asp Arg Glu 
75 80 

<210> 234 
<211> 407 



341 



389 



437 



485 



533 



567 



182 



<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 87. .407 



<221> sig_peptide 
<222> 87. .146 
<223> score 8.4 

seq AWGCLLVPPAEA/NK 



<400> 234 

aggagagggc ggggacaact gggtcttttg cggctgcagc gggcttgtag gtgtccggct 



60 



161 



209 



ttgctggccc agcaagcctg ataagc atg aag etc tta tct ttg gtg get gtg 113 

Met Lys Leu Leu Ser Leu Val Ala Val 
-20 -15 
O gtc ggg tgt ttg ctg gtg ccc cca get gaa gec aac aag agt tct gaa 
Val Glv Cys Leu Leu Val Pro Pro Ala Glu Ala Asn Lys Ser Ser Glu 

^ i- 1 5 

;n -10 -5 1 5 

'?! gat ate egg tgc aaa tgc ate tgt cca cct tat aga aac ate agt ggg 
^ Asp He Arg Cys Lys Cys He Cys Pro Pro Tyr Arg Asn He Ser Gly 
UJ 10 15 20 

cac att tac aac cag aat gta tec cag aag gac tgc aac tgc ctg cac 257 
His He Tyr Asn Gin Asn Val Ser Gin Lys Asp Cys Asn Cys Leu His 
0 25 30 35 

gtg gtg gag ccc atg cna gtg cct ggc cat gac gtg gag gee tac tgc 305 
Val Val Glu Pro Met Xaa Val Pro Gly His Asp Val Glu Ala Tyr Cys 

40 45 50 

ctg ctg tgc gag tgc agg tac gag gag cgc asa cca cca cca tea agg 353 
Leu Leu Cys Glu Cys Arg Tyr Glu Glu Arg Xaa Pro Pro Pro Ser Arg 

55 60 65 

tea tea ttg tea tct ace tgt ccg tgg tgg gtg cct gtt get eta cat 
Ser Ser Leu Ser Ser Thr Cys Pro Trp Trp Val Pro Val Ala Leu His 
70 75 80 85 

ggc ttc 
Gly Phe 



401 



407 



<210> 235 
<211> 442 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 87 . .440 



<221> sig_peptide 
<222> 87 . .200 
<223> score 6.3 

seq GLSISLRLTGSSA/QE 



183 



gctcaacmtg gcggcnttct gtgccacgcm ccctccgcta acgggcacgt tactccgtcm 60 
gaacgcagta gacgaaggcg gcggcg atg gcg gcg ggg ata gtg get tct cgc 
y Met Ala Ala Gly He Val Ala Ser Arg 

-35 "30 
aga etc cgc gac eta ctg acc egg cga ctg aca ggc tec aac tac ccg 
Arg Leu Arg Asp Leu Leu Thr Arg Arg Leu Thr Gly Ser Asn Tyr Pro 

-25 -20 " 15 

qga etc agt att age ctt cgc etc act ggc tec tct gca caa gag gcg 
Gly Leu Ser He Ser Leu Arg Leu Thr Gly Ser Ser Ala Gin Glu Ala 

-10 "5 1 

qct tec gga gta gec etc ggt gaa gec cca gac cac age tat gag tec 
Ala Ser Gly Val Ala Leu Gly Glu Ala Pro Asp His Ser Tyr Glu Ser 

5 10 15 

ctt cgt gtg acg tct gcg cag aaa cat gtt ctg cat gtc cag etc aac 
Leu Arg Val Thr Ser Ala Gin Lys His Val Leu His Val Gin Leu Asn 

30 35 



egg ccc aac aag agg lit gec atg aac aag gtc ttc tgg aga gag atg 
Arg Pro Asn Lys Arg Asn Ala Met Asn Lys Val Phe Trp Arg Glu Met 
W 40 45 50 

qta gag tgc ttc aac aag att teg aga gac get gac tgt egg gcg gtg 
W Val Glu Cys Phe Asn Lys lie Ser Arg Asp Ala Asp Cys Arg Ala Val 

60 65 



75 80 



55 

gtg ate tct ggt gca gga aaa atg ttc act gca ggt att ga 
Val He Ser Gly Ala Gly Lys Met Phe Thr Ala Gly lie 
70 

<210> 236 
<211> 445 
<212> DNA 
<213> Homo sapiens 



Py 

*F <220> 



<221> CDS 
<222> 129. .443 

<221> sigjpeptide 
<222> 129. .191 
<223> score 9.5 

seq LGLVLCLAQTIHT/QE 



161 



209 



257 



305 



353 



401 



442 



aagttgctgt ggaagcccca taggcaggag gcccccgggc agcacatcct gtctgcttgt 60 
gtctgetgea gagttctgtc ettgeattgg tgcgcctcag gccaggctgc actgctggga 12 0 
cctgggcc atg tct ccc cac ccc acc gec etc ctg ggc eta gtg etc tgc 
Met Ser Pro His Pro Thr Ala Leu Leu Gly Leu Val Leu Cys 
-20 "IS -10 

ctg gec cag acc ate cac acg cag gag gaa gat ctg ccc aga ccc tec 
Leu Ala Gin Thr He His Thr Gin Glu Glu Asp Leu Pro Arg Pro Ser 

-5 1 5 

ate teg get gag cca ggc acc gtg ate ccc ctg ggg age cat gtg act 
lie Ser Ala Glu Pro Gly Thr Val He Pro Leu Gly Ser His Val Thr 

i c 90 25 

10 15 



170 



218 



266 



184 



ttc gtg tgc egg ggc ccg 
Phe Val Cys Arg Gly Pro 
30 

gag agt aga tec aca tas 
Glu Ser Arg Ser Thr Xaa 
45 

cca tct gag tea gag gec 
Pro Ser Glu Ser Glu Ala 
60 

aat gec ggg cct tat cgc 
Asn Ala Gly Pro Tyr Arg 
75 

<210> 237 
<211> 375 
<212> DNA 
<213> Homo sapiens 



gtt ggg gtt caa aca ttc 
Val Gly Val Gin Thr Phe 
35 

aat gat act gaa gat gtg 
Asn Asp Thr Glu Asp Val 
50 

aga ttc cgc att gac tea 
Arg Phe Arg lie Asp Ser 
65 

tgc ate tat tat aag cc 
Cys lie Tyr Tyr Lys 
80 



cgc ctg gag agg 314 
Arg Leu Glu Arg 
40 

tct caa get agt 362 
Ser Gin Ala Ser 
55 

gta agt gaa ggm 410 

Val Ser Glu Gly 

70 

445 



<220> 
<221> CDS 
<222> 75. .374 



60 
110 



158 



f 8 ; <221> sig_jpeptide 

UJ <222> 75. .128 

^ <223> score 11.7 

J3 seq VLLLLLLVEQAAA/LG 



<400> 237 

gactctgtgg tcagggaact getegctgag cacagctgca cagtgctgtc agaaeggecg 
atctccagcc caag atg att cca gca gtg gtc ttg etc tta etc ctt ttg 
Met He Pro Ala Val Val Leu Leu Leu Leu Leu Leu 
-15 -10 
gtt gaa caa gca gcg gee ctg gga gag cct cag etc tgc tat ate ctg 
Val Glu Gin Ala Ala Ala Leu Gly Glu Pro Gin Leu Cys Tyr He Leu 

- 5 15 10 
gat gee ate ctg ttt ctg tat gga att gtc etc acc etc etc tac tgt 206 
Asp Ala He Leu Phe Leu Tyr Gly He Val Leu Thr Leu Leu Tyr Cys 

15 20 25 

cga ctg aag ate caa gtg cga aag gca get ata acc age tat gag aaa 254 
Arg Leu Lys He Gin Val Arg Lys Ala Ala He Thr Ser Tyr Glu Lys 

30 35 40 

tea gat ggt gtt tac acg atg gag tct ccc tct ate acc agg ctg gag 
Ser Asp Gly Val Tyr Thr Met Glu Ser Pro Ser He Thr Arg Leu Glu 

45 50 55 

tgc agt ggc atg ate tgg get cac tgc aac etc tgc etc ccg ggt tea 
Cys Ser Gly Met He Trp Ala His Cys Asn Leu Cys Leu Pro Gly Ser 

60 65 70 

aga gat tct cgt get tea gee tec c 
Arg Asp Ser Arg Ala Ser Ala Ser 
75 80 



302 



350 



375 



<210> 238 
<211> 423 



185 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 90. .422 

<221> sig_peptide 
<222> 90 . . 167 
<223> score 8.9 

seq GLLWAFCAPGARA/EE 



•ssr 
: 



gaagccgagg aagagcgttt tggggacggg ggctggtgag gctcacgttg gagggcttcg 
cgtctgcttc ggagaccgta aggatattg atg acc atg aga tec ctg etc aga 

Met Thr Met Arg Ser Leu Leu Arg 
-25 -20 
acc ccc ttc ctg tgt ggc ctg etc tgg gec ttt tgt gec cca ggc gee 
Thr Pro Phe Leu Cys Gly Leu Leu Trp Ala Phe Cys Ala Pro Gly Ala 

-15 -10 " 5 

agg get gag gag cct gca gec age ttc tec caa ccc ggc age atg ggc 
Arq Ala Glu Glu Pro Ala Ala Ser Phe Ser Gin Pro Gly Ser Met Gly 

1 5 10 

ctg gat aag aac aca gtg cac gac caa gag cat ate atg gag cat eta 
Leu Asp Lys Asn Thr Val His Asp Gin Glu His lie Met Glu His Leu 
15 20 25 30 

gaa ggt gtc ate aac aaa cca gag gcg gag atg teg cca caa gaa ttg 
Glu Gly Val He Asn Lys Pro Glu Ala Glu Met Ser Pro Gin Glu Leu 

35 40 45 

cag etc cat tac ttc aaa atg cat gat tat gat ggc aat aat ttg ctt 
Gin Leu His Tyr Phe Lys Met His Asp Tyr Asp Gly Asn Asn Leu Leu 

50 55 60 

gat ggc tta gaa etc tec aca gee ate act cat gtc cat aag gag gaa 
Asp Gly Leu Glu Leu Ser Thr Ala He Thr His Val His Lys Glu Glu 

65 70 75 

ggg ast gaa cag gca cca eta a 
Gly Xaa Glu Gin Ala Pro Leu 
80 85 

<210> 239 
<211> 450 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 67 . .450 

<221> sig_j>eptide 
<222> 67 . . 138 
<223> score 3.8 

seq WALAGVLQSGFQ/EL 



60 
113 



161 



209 



257 



305 



353 



401 



423 



186 



156 



204 



<400> 239 

gatagcgttt tgcccgcatt cggggcgcgc ggastggggg gtccctgtgg ggctcccgga 60 
gttaag atg gcg tec tea gcg gag ggg gac gag ggg act gtg gtg gcg 108 
Met Ala Ser Ser Ala Glu Gly Asp Glu Gly Thr Val Val Ala 
-20 "15 
ctg gcg ggg gtt ctg cag teg ggt ttc cag gag ctg age ctt aac aag 
Leu Ala Gly Val Leu Gin Ser Gly Phe Gin Glu Leu Ser Leu Asn Lys 
-10 -5 1 5 

ttg gcg acg tec ctg ggc gcg tea gaa cag gcg ctg egg ctg ate ate 
Leu Ala Thr Ser Leu Gly Ala Ser Glu Gin Ala Leu Arg Leu He He 

10 15 20 

tec ate ttc ctg ggt tac ccc ttt get ttg ttt tat egg cat tac ctt 252 
Ser He Phe Leu Gly Tyr Pro Phe Ala Leu Phe Tyr Arg His Tyr Leu 

25 30 35 

ttc tac aag gag ace tac etc ate cac etc ttc cat ace ttt aca ggc 
Phe Tyr Lys Glu Thr Tyr Leu He His Leu Phe His Thr Phe Thr Gly 
40 45 50 

*•* etc tea att get tat ttt aac ttt gga aac cag etc tac cac tec ctg 
t Leu Ser He Ala Tyr Phe Asn Phe Gly Asn Gin Leu Tyr His Ser Leu 
% 55 60 65 70 

* l ctg tgt att gtg ctt cag ttc etc ate ctt cga eta atg ggc cgc ace 
^ Leu Cys He Val Leu Gin Phe Leu He Leu Arg Leu Met Gly Arg Thr 
W 75 80 85 

%B ate act gee gtc etc act ace ttt tgc ttc cag atg gee tarn ctt ctg 
-J He Thr Ala Val Leu Thr Thr Phe Cys Phe Gin Met Ala Xaa Leu Leu 
Jft 90 95 100 

450 

s get gga 

p Ala Gly 

iff I 

<210> 240 
§ *f <211> 500 

+ <212> DNA 

y <213> Homo sapiens 

<220> 
<221> CDS 
<222> 311. .499 

<221> sig_jjeptide 
<222> 311. .415 
<223> score 5.1 

seq FLLFRSLPRXXFG/LV 



300 



348 



396 



444 



<400> 240 

attattggtt gggggaaacc cacgagggga cgcggccgag gagggtcget gtccacccgg 
gggcgtggga gtgaggtacc agattcagee catttggccc cgaygcctct gttctcggaa 
teegggtget geggattgag gtcccggttc ctaacgaatc tckkgctgga ttggccgtaa 
ccctgtcccc gagegggetc acagggtctg aaggccacgc atgaggcaaa ggtaaagttc 
tgagccaccc ggtgcctcct tcccaggact gcaagatgga ggaaggcggg aactaggagg 
cctgattaag atg gtc cat eta ctg gtc ttg tea ggt gee tgg ggc atg 
Met Val His Leu Leu Val Leu Ser Gly Ala Trp Gly Met 
-35 -30 "25 



187 



caa atg tgg gtg acc ttc 
Gin Met Trp Val Thr Phe 
-20 

ccc cga can rnc ttc gga 
Pro Arg Xaa Xaa Phe Gly 
-5 

ttm sac ate tec atg ggc 
Xaa Xaa lie Ser Met Gly 
15 

cac age a 
His Ser 



gtc tea ggc ttc ctg ctt 
Val Ser Gly Phe Leu Leu 
-15 

eta gtg can ggc aaa etc 
Leu Val Xaa Gly Lys Leu 
1 5 
tgt get tea tea acc tct 
Cys Ala Ser Ser Thr Ser 
20 



ttc cga age ctt 397 

Phe Arg Ser Leu 

-10 

ttc ccc ttc tas 445 
Phe Pro Phe Xaa 
10 

gca tct tgg ctt 493 
Ala Ser Trp Leu 
25 

500 



<210> 241 
<211> 419 
<212> DNA 
<213> Homo sapiens 



y \ 



<220> 
<221> CDS 
<222> 194 . .418 



<221> sigjpeptide 
H <222> 194. .265 
^ <223> score 6.6 

seq KMVHLLVLSGAWG/MQ 



<400> 241 

attattggtt gggggaaacc cacgagggga cgcggccgag gagggtcget gtccacccgg 60 
gggcgtggga stsagaatct ctgctggatt ggccgtaacc ctgtccccga gcgggctcac 120 
agggtctgaa ggccacgcat gakgeaaagg taaagttctg agccacccgg tgcctccttc 180 
ccaggactgc aag atg gag gaa ggc ggg aac eta gga ggc ctg att aag 229 
Met Glu Glu Gly Gly Asn Leu Gly Gly Leu lie Lys 
-20 -15 
atg gtc cat eta ctg gtc ttg tea ggt gee tgg ggc atg caa atg tgg 277 
Met Val His Leu Leu Val Leu Ser Gly Ala Trp Gly Met Gin Met Trp 

-10 -5 1 

gtg acc ttc gtc tea ggc ttc ctg ctt ttc cga age ctt ccc cga cat 325 
Val Thr Phe Val Ser Gly Phe Leu Leu Phe Arg Ser Leu Pro Arg His 
5 10 15 20 

acc ttc gga eta gtg cag age aaa etc ttc ccc ttc tac ttc cac ate 373 
Thr Phe Gly Leu Val Gin Ser Lys Leu Phe Pro Phe Tyr Phe His He 

25 30 35 

tec atg ggc tgt get tea tea acc tct gca tct tgg ctt cac age a 419 
Ser Met Gly Cys Ala Ser Ser Thr Ser Ala Ser Trp Leu His Ser 
40 45 50 



<210> 242 
<211> 487 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 



188 



<222> 114 . .485 

<221> sigjpeptide 
<222> 114 . .170 
<223> score 7.4 

seq LIWASSFFTLSLQ/KP 



260 



308 



<400> 242 

ttagctgggc tgggggagga gcaaggtcca gagtcaactc tgccccgagg cctagcttgg 60 
ccagaaggta gcagacagac agacggatct aacctctctt ggatcctcca gcc atg 116 

Met 

agg ctg etc tgg ggg ctg ate tgg gca tec age ttc ttc ace tta tct 164 
Arg Leu Leu Trp Gly Leu He Trp Ala Ser Ser Phe Phe Thr Leu Ser 

-15 -10 -5 

ctg cag aag ccc agg ttg etc ttg ttc tct cct tct gtg gtt cat ctg 212 
Leu Gin Lys Pro Arg Leu Leu Leu Phe Ser Pro Ser Val Val His Leu 
15 10 

n 999 9 tc ccc cta tc 9 9 t 9 999 9 fc 9 ca 9 ctc ca 9 9 at 9tg ccc c 9 a 99 a 

^ Gly Val Pro Leu Ser Val Gly Val Gin Leu Gin Asp Val Pro Arg Gly 

^ 15 20 25 30 

fl cag gta gtg aaa gga tea gtg ttc ctg aga aac cca tct cgt aat aat 

^ Gin Val Val Lys Gly Ser Val Phe Leu Arg Asn Pro Ser Arg Asn Asn 
yj 35 40 45 

C E gtc ccc tgc tec cca aag gtg gac ttc ace ctt age tea gaa aga gac 3 56 

Val Pro Cys Ser Pro Lys Val Asp Phe Thr Leu Ser Ser Glu Arg Asp 

50 55 60 

ttc gca ctc ctc agt ctc cag gtg ccc ttg aaa gat gcg aag age tgt 4 04 

Phe Ala Leu Leu Ser Leu Gin Val Pro Leu Lys Asp Ala Lys Ser Cys 

65 70 75 

ggc ctc cat caa ctc ctc aga ggc cct gag gtc cag ctg gtg gcc cat 452 

Gly Leu His Gin Leu Leu Arg Gly Pro Glu Val Gin Leu Val Ala His 

80 85 90 

teg cca tgg cta aag gac tct ctg tec aga acg ac 487 

Ser Pro Trp Leu Lys Asp Ser Leu Ser Arg Thr 

95 100 105 



<210> 243 
<211> 365 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 71. .364 



<221> sig^peptide 
<222> 71. .187 
<223> score 4.9 

seq IILVGLLHMVLLS/IP 



<400> 243 

acttcctgga gacttcaggt gtggtagccg gcgccgcgcc catagcegga eggggatctg 



189 



o 



ru 



agctggcagg atg aat gtg ggg gtg gca cac age gaa gta aac ccc aac 109 
Met Asn Val Gly Val Ala His Ser Glu Val Asn Pro Asn 
-35 "30 
acc cga gtg atg aat age cga ggc ate tgg ctg gee tac ate ate ttg 
Thr Arg Val Met Asn Ser Arg Gly lie Trp Leu Ala Tyr He He Leu 

-25 -20 -15 

gta gga ttg ctg cat atg gtt eta etc age ate ccc ttc ttc age att 
Val Gly Leu Leu His Met Val Leu Leu Ser He Pro Phe Phe Ser He 



-10 -5 1 5 



^ <221> sigjpeptide 

4* <222> 215. .274 

O <223> score 3.5 

□ seq IVLGTGLTECILS/GI 



157 



205 



253 



301 



cct gtt gtc tgg acc ctg acc aac gtc ate cat aac ctg get acg tat 
Pro Val Val Trp Thr Leu Thr Asn Val He His Asn Leu Ala Thr Tyr 

10 15 20 

gtc ttc ctt cat acg gtg aaa ggg aca ccc ttt gag act cct gac caa 
Val Phe Leu His Thr Val Lys Gly Thr Pro Phe Glu Thr Pro Asp Gin 

25 30 35 

gga aag get egg eta ctg aca cac tgg gag caa atg gac tat ggg etc 349 
Gly Lys Ala Arg Leu Leu Thr His Trp Glu Gin Met Asp Tyr Gly Leu 
40 45 50 

365 

cag ttt act ctt ccc g 
Gin Phe Thr Leu Pro 
55 

<210> 244 
<211> 490 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 215. .490 



20 



60 
120 
180 
235 



<400> 244 

ccctcccctc ctcgynnnct cccctcctct ccgcgcccag ttcttctctt cccgtctgag 
gtggcggtcg gtctcgcctt gtcgccagct ccattttcct ctctttctct tcccctttcc 
ttcgcgccca agagcgcctc ccagcctcgt agggtggtca cggagcccct gcgccttttc 
ettqeteggg tcctgcgtcc gcgcctgccc cgee atg aat gag gag tac gac gtg 

Met Asn Glu Glu Tyr Asp Val 
-20 -15 
ate gtg ctg ggc acc ggc ctg acg gaa tgt ate ctg tea ggt ata atg 283 
He Val Leu Gly Thr Gly Leu Thr Glu Cys He Leu Ser Gly He Met 

-10 -5 1 

tea gtg aat ggc aag aaa gtt ctt cat atg gat cga aac cct tac tac 331 
Ser Val Asn Gly Lys Lys Val Leu His Met Asp Arg Asn Pro Tyr Tyr 

5 10 15 

gga gga gag agt gca tct ata aca cca ttg gaa gat tta tac aaa aga 379 
Gly Gly Glu Ser Ala Ser He Thr Pro Leu Glu Asp Leu Tyr Lys Arg 

25 30 35 



ttt aaa ata cca gga tea cca mcc gag tea atg ggg aga gga aga gam 



427 



190 



Phe Lys lie Pro 

tgg aat gtt gac 
Trp Asn Val Asp 
55 

gtt aag atg ctg 
Val Lys Met Leu 
70 



Gly Ser Pro Xaa 
40 

ttg att ccc aag 
Leu lie Pro Lys 

ctt 
Leu 



Glu Ser Met Gly 
45 

ttc ctt atg get 
Phe Leu Met Ala 
60 



Arg Gly Arg Xaa 
50 

aat ggt cag ctg 475 
Asn Gly Gin Leu 
65 

490 



<210> 245 
<211> 508 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 245. .508 



ft* <221> sig_peptide 

<222> 245 . .289 
*ft <223> score 9.6 
?l seq EYVLLLFLALCSA/KP 



= TP 



60 
120 
180 
240 
289 



<400> 245 

agtactaaca tggactaatc tgtgggagca gtttattcca gtatcaccca gggtgcagcc 
acaccaggac tgtgttgaag ggtgtttttt ttcttttaaa tgtaatacct cctcatcttt 
tcttcttaca cagtgtctga gaacatttac attatagata agtagtacat ggtggataac 
ttctactttt aggaggacta ctctcttctg acagtcctag actggtcttc tacactaaga 
cacc atg aag gag tat gtg etc eta tta ttc ctg get ttg tgc tct gee 
Met Lys Glu Tyr Val Leu Leu Leu Phe Leu Ala Leu Cys Ser Ala 
-15 -10 ~ 5 

£ aaa ccc ttc ttt age cct tea cac ate gca ctg aag aat atg atg ctg 337 
Lvs Pro Phe Phe Ser Pro Ser His He Ala Leu Lys Asn Met Met Leu 
1 5 10 15 

aag gat atg gaa gac aca gat gat gat gat gat gat gat gat gat gat 385 
Lys Asp Met Glu Asp Thr Asp Asp Asp Asp Asp Asp Asp Asp Asp Asp 

20 25 30 

gat gat gat gag gac aac tct ctt ttt cca aca aga gag cca aga age 433 
Asp Asp Asp Glu Asp Asn Ser Leu Phe Pro Thr Arg Glu Pro Arg Ser 

35 40 45 

cat ttt ttt cca ttt gat ctg ttt cca atg tgt cca ttt gga tgt cag 
His Phe Phe Pro Phe Asp Leu Phe Pro Met Cys Pro Phe Gly Cys Gin 

50 55 60 

tgc tat tea cga gtt gta cat tgc tea 
Cys Tyr Ser Arg Val Val His Cys Ser 
65 70 



481 



508 



<210> 246 
<211> 435 
<212> DNA 
<213> Homo sapiens 



<220> 



191 



<221> CDS 
<222> 45. .434 

<221> sig_peptide 
<222> 45 . . 113 
<223> score 11.2 

seq GLLLLLWGSCTFG/LP 



= XT 



<400> 246 

agaacctcag tggatctcag agagagcccc agactgaggg aagc atg gat gga tgg 56 

Met Asp Gly Trp 



-20 



104 



200 



248 



296 



aga agg atg cct cgc tgg gga ctg ctg ctg ctg etc tgg ggc tec tgt 
Arg Arg Met Pro Arg Trp Gly Leu Leu Leu Leu Leu Trp Gly Ser Cys 

-15 -10 -5 

acc ttt ggt etc ccg aca gac acc acc acc ttt aaa egg ate ttc etc 152 
Thr Phe Gly Leu Pro Thr Asp Thr Thr Thr Phe Lys Arg He Phe Leu 

15 10 
aag aga atg ccc tea ate cga gaa age ctg aag gaa cga ggt gtg gac 
Lys Arg Met Pro Ser He Arg Glu Ser Leu Lys Glu Arg Gly Val Asp 

15 20 25 

atg gee agg ctt ggt ccc gag tgg age caa ccc atg aag agg ctg acm 
Met Ala Arg Leu Gly Pro Glu Trp Ser Gin Pro Met Lys Arg Leu Thr 
30 35 40 45 

ctt ggc aac acc acc tec tec gtg ate etc acc aac tac atg gac acc 
Leu Gly Asn Thr Thr Ser Ser Val He Leu Thr Asn Tyr Met Asp Thr 

50 55 60 

cag tac tat ggc gag att ggc ate ggc acc cca ccc cag acc ttc aaa 344 
Gin Tyr Tyr Gly Glu He Gly He Gly Thr Pro Pro Gin Thr Phe Lys 

65 70 75 

gtc gtc ttt gac act ggt teg tec aat gtt tgg gtg ccc tec tec aag 3 92 

E Val Val Phe Asp Thr Gly Ser Ser Asn Val Trp Val Pro Ser Ser Lys 
80 85 90 

tgc age cgt etc tac act gee tgt gtg tat cac aag etc ttc g 435 
Cys Ser Arg Leu Tyr Thr Ala Cys Val Tyr His Lys Leu Phe 
95 100 105 

<210> 247 
<211> 615 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 269. .613 

<221> sig_peptide 
<222> 269. . 364 
<223> score 5 

seq LCLLSLLPSGFMS/LD 



<400> 247 



192 



<210> 


248 


<211> 


555 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


316. .555 


<221> 


sig_peptide 


<222> 


316. .420 


<223> 


score 3.6 




seq LEPGLSSSAACNG/KE 



aaaacctcca ccttttttgg cctcgacggc ggcaacccag cctccctcct aacgccctcc 60 
gcctttggga ccaaccaggg gagctcaagt tagtagcagc caaggagagg cgctgccttg 120 
ccaagactaa aaagggaggg gagaagagag gaaaaaagca agaatccccc acccctctcc 180 
cgggcggagg gggcgggaag agcgcgtcct ggccaagccg agtagtgtct tccactcggt 240 
gcgtctctct aggagccgcg cgggaagg atg ctg gtc cgc agg ggc gcg cgc 2 92 

Met Leu Val Arg Arg Gly Ala Arg 
-30 -25 
gca ggg ccc agg atg ccg egg ggc tgg acc gcg ctt tgc ttg ctg agt 340 
Ala Gly Pro Arg Met Pro Arg Gly Trp Thr Ala Leu Cys Leu Leu Ser 

-20 -15 -10 

ttg ctg cct tct ggg ttc atg agt ctt gac aac aac ggt act get acc 388 
Leu Leu Pro Ser Gly Phe Met Ser Leu Asp Asn Asn Gly Thr Ala Thr 

-5 1 5 

cca gag tta cct acc cag gga aca ttt tea aat gtt tct aca aat gta 436 
Pro Glu Leu Pro Thr Gin Gly Thr Phe Ser Asn Val Ser Thr Asn Val 

10 15 20 

tec tac caa gaa act aca aca cct rgt acc ctt gga agt acc age ctg 4 84 

Ser Tyr Gin Glu Thr Thr Thr Pro Xaa Thr Leu Gly Ser Thr Ser Leu 
~ 25 30 35 40 

U cac cct gtg tct caa cat ggc aat gag gec aca aca aac ate aca gaa 532 

His Pro Val Ser Gin His Gly Asn Glu Ala Thr Thr Asn He Thr Glu 
In 45 50 55 

H acg aca gts sng ttc aca tct asc tct gtg ata asc tea gtt tat ggr 
iy Thr Thr Val Xaa Phe Thr Ser Xaa Ser Val He Xaa Ser Val Tyr Gly 
*]h 60 65 70 

J% aac aca aac tct tct gtc cag tea cag acc tct gt 
J? Asn Thr Asn Ser Ser Val Gin Ser Gin Thr Ser 
^ 75 80 



580 



615 



<400> 248 

aaggttttcc gtcagaaggc cgcgcaagtg cacttgegtg tcaccgttac egtagegact 60 

gggcttctgg actgtatatc ctagctgcct tgtcaacatc ttcgagcatc ggcagctccg 120 

gaggcegggg taactggcag caggtaggaa actatgtgaa agaatctcct gatgtcataa 180 

tttccgggtg tcaccggaac atttgatcat cattcctttg gcaattccag ccttctgtgg 240 

aaaggccagt agaaagcatt gatttattca cctctacagg aatcagactc agectctttt 300 

ggttttcagt gaagt atg cct ttt caa ttt gga acc cag cca agg agg ttt 351 
Met Pro Phe Gin Phe Gly Thr Gin Pro Arg Arg Phe 
-35 -30 -25 

cca gtg gaa gga gga gat tct tea att gag ctg gaa cct ggg ctg age 399 



193 



Pro val Glu Gly Gly Asp Ser Ser He Glu Leu Glu Pro Gly Leu Ser 

-20 -15 " 10 

tec agt get gec tgt aat ggg aag gag atg tea cca acc agg caa etc 

Ser Ser Ala Ala Cys Asn Gly Lys Glu Met Ser Pro Thr Arg Gin Leu 

-5 1 5 

egg agg tgc cct gga agt cat tgc ctg aca ata act gat gtt ccc gtc 
Arg Arg Cys Pro Gly Ser His Cys Leu Thr lie Thr Asp Val Pro Val 
10 15 20 25 

act gtt tat gca aca acg aga aag cca cct gca caa age age aag gaa 
Thr Val Tyr Ala Thr Thr Arg Lys Pro Pro Ala Gin Ser Ser Lys Glu 
30 35 40 

atg cat cct aaa 
Met His Pro Lys 
45 

<210> 249 
<211> 430 
<212> DNA 
^ <213> Homo sapiens 

= . 5 
•s&r 

^0 <220> 

U\ <221> CDS 

M= <222> 188 . .430 

iy 

vfs <221> sig_j3eptide 

jS <222> 188 . .265 

.7% <223> score 8.8 

m seq AVLVLLFVSTIVS/QW 



<400> 249 

gttaaagggg aacgecagga gcctcccact gcccccttgc ttcgcgcgcg cgcasncccg 
cagegcastt tggcggcgcc ageageggag ccaacgcacc cgagtttgtg tttgaggeca 
ccctgaggat egggacaget gttcctttgg getgeagaaa ctccgctgag cagaacttgc 
cgecaga atg etc etc ctg ttg ctg agt ate ate gtc etc cac gtc gcg 

Met Leu Leu Leu Leu Leu Ser He He Val Leu His Val Ala 
-25 -2° " 15 

gtg ctg gtg ctg ctg ttc gtc tec acg ate gtc age caa tgg ate gtg 
Val Leu Val Leu Leu Phe Val Ser Thr He Val Ser Gin Trp He Val 

-10 "5 1 

ggc aat gga cac gca act gat etc tgg cag aac tgt age acc tct tec 
Gly Asn Gly His Ala Thr Asp Leu Trp Gin Asn Cys Ser Thr Ser Ser 
5 10 15 20 

tea ggn aaa tgt cca cca ctg ttc ttc ate ate acc aaa cga atg get 
Ser Gly Lys Cys Pro Pro Leu Phe Phe He He Thr Lys Arg Met Ala 

25 30 35 

gca gtc tgt cca ggc cac cat gat cct gtc gat cat ctt cag cat tct 
Ala Val Cys Pro Gly His His Asp Pro Val Asp His Leu Gin His Ser 
40 45 50 

gtc tct gta 
Val Ser Val 
55 

<210> 250 



447 



495 



543 



555 



60 
120 
180 
229 



277 



325 



373 



421 



430 



194 



<211> 240 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 88 . .240 

<221> sigjpeptide 
<222> 88 . . 165 
<223> score 8.8 

seq AVLVLLFVSTIVS/QW 



ctccgtcgct cggcccagtg cgttcggcct cacgcccagc gctctcctcg caggcagaaa 60 
ctccgctgag cagaacttgc cgccaga atg etc etc ctg ttg ctg agt ate ate 114 

Met Leu Leu Leu Leu Leu Ser He He 
-25 -20 
gtc etc cac gtc gcg gtg ctg gtg ctg ctg ttc gtc tec acg ate gtc 162 
Val Leu His Val Ala Val Leu Val Leu Leu Phe Val Ser Thr lie Val 

-15 "1° " 5 

age caa tgg ate gtg ggc aat gga cac gca act gat etc tgg cag aac 210 
Ser Gin Trp lie Val Gly Asn Gly His Ala Thr Asp Leu Trp Gin Asn 
1 5 io 15 

240 

tgt age acc tct tec tea gga aat gcc cac 
Cys Ser Thr Ser Ser Ser Gly Asn Ala His 
20 25 

<210> 251 
<211> 346 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 147 . .344 

<221> sigjpeptide 
<222> 147. .194 
<223> score 10.5 

seq LWRLVSLLALSQA/LP 



actctctcca caaactgccc aggagtgagt agctgctttc ggtccgccgg acacaccgga 
cagatagacg tgeggaegge ccaccacccc agcccnccaa ctagtcagcc tgcgcctggc 
gcctcccctc tccaggtcca tccgcc atg tgg ccc ctg tgg cgc etc gtg tct 

Met Trp Pro Leu Trp Arg Leu Val Ser 
-15 "IO 
ctg ctg gcc ctg age cag gcc ctg ccc ttt gag cag aga ggc ttc tgg 
Leu Leu Ala Leu Ser Gin Ala Leu Pro Phe Glu Gin Arg Gly Phe Trp 

" 5 1 5 

gac ttc acc ctg gac gat ggg cca ttc atg atg aac gat gag gaa get 



60 
120 
173 



221 



269 



195 



Asp Phe Thr Leu Asp Asp Gly Pro Phe Met Met Asn Asp Glu Glu Ala 

t c 70 25 

10 15 

teg ggc get gac acc tea ggc gtc ntg gac ccg gac tct gtc aca ccc 
Ser Gly Ala Asp Thr Ser Gly Val Xaa Asp Pro Asp Ser Val Thr Pro 

30 35 40 

acc cat gtt act ata aac tac ctg tat tt 
Thr His Val Thr He Asn Tyr Leu Tyr 
45 50 

<210> 252 
<211> 468 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 30 . .467 

m <221> sig_peptide 

<222> 30 . .89 
^ <223> score 6.6 
IJI seq SALAARLLQPAHS/CS 



~3 a 



317 



346 



*Q <400> 252 - n 

,n ccctcccggc gcagtcaccg gegeggtet atg get gcg act tct eta atg tct " 
"t? Met Ala Ala Thr Ser Leu Met Ser 

^ -20 "15 

L get ttg get gcc egg ctg ctg cag ccc gcg cac age tgc tec ctt cgc 
Ala Leu Ala Ala Arg Leu Leu Gin Pro Ala His Ser Cys Ser Leu Arg 
ly -io -5 1 

ctt cgc cet ttc cac etc gcg gca gnt cga aat gaa get gtt gtc att 
Leu Arg Pro Phe His Leu Ala Ala Xaa Arg Asn Glu Ala Val Val He 
5 10 15 20 

tct gga agg aaa ctg gcc cag cag ate aag cag gaa gtg egg cag gag 
Ser Gly Arg Lys Leu Ala Gin Gin He Lys Gin Glu Val Arg Gin Glu 

25 30 35 

gta gaa gag tgg gtg gcc tea ggc aac aaa egg cca cac ctg agt gga 
Val Glu Glu Trp Val Ala Ser Gly Asn Lys Arg Pro His Leu Ser Gly 

40 45 50 

tec tgg ttg gcg aga ate ctg caa gtc act cet atg tec tea aca aaa 
Ser Trp Leu Ala Arg He Leu Gin Val Thr Pro Met Ser Ser Thr Lys 

55 60 65 

ccc agg gcg get gca gtt gtg gga ate aac agt gag aca att atg aaa 
Pro Arg Ala Ala Ala Val Val Gly He Asn Ser Glu Thr He Met Lys 

70 75 80 

cca get tea att tea gag gaa gaa ttg ttg aat tta ate aat aaa ctg 
Pro Ala Ser He Ser Glu Glu Glu Leu Leu Asn Leu He Asn Lys Leu 
85 90 95 100 

aat aat gat gat aat gta gat ggc etc ctt gtt cag ttg cet ctt cca 
Asn Asn Asp Asp Asn Val Asp Gly Leu Leu Val Gin Leu Pro Leu Pro 

105 HO I 15 

gag cat att gat gag aga agg ate tgc aat g 
Glu His He Asp Glu Arg Arg He Cys Asn 



101 



14 9 



197 



245 



293 



341 



389 



437 



468 



196 



120 125 



<2 10 > 


ZD J 


<211> 


349 


<212> 


DNA 


<2 13 > 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


134. .349 


<221> 


sig_peptide 


<222> 


134 . . 193 


<223> 


score 10.6 




seq LLLLLPLVHVSAT/TP 


<400> 


253 



ataaactgtc agaggcagcc gaagagttca caagtgtgaa gcctggaagc cggcgggtgc 60 
^ cgctgtgtag gaaagaagct aaagcacttc cagagcctgt ccggagctca gaggttcgga 12 0 
* agacttatcg acc atg gag cgc gcg tec tgc ttg ttg ctg ctg ctg ctg 169 
W Met Glu Arg Ala Ser Cys Leu Leu Leu Leu Leu Leu 

N 5 -20 -15 -10 

Ul ccg ctg gtg cac gtc tct gcg acc acg cca gaa cct tgt gag ctg gac 217 
*Ji Pro Leu Val His Val Ser Ala Thr Thr Pro Glu Pro Cys Glu Leu Asp 
mi -5 15 

J] gat gaa gat ttc cgc tgc gtc tgc aac ttc tec gaa cct cag ccc gac 265 
7 Asp Glu Asp Phe Arg Cys Val Cys Asn Phe Ser Glu Pro Gin Pro Asp 

10 15 20 

^ tgg tec gaa gec ttc cag tgt gtg tct gca gta gag gtg gag ate cat 313 

Trp Ser Glu Ala Phe Gin Cys Val Ser Ala Val Glu Val Glu He His 
IU 25 30 35 40 

Hp gee ggc ggt etc aac eta gag ccg ttt eta aag cgc 349 
O Ala Gly Gly Leu Asn Leu Glu Pro Phe Leu Lys Arg 
O 45 50 



<210> 


254 


<211> 


364 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


53. .364 


<221> 


sig_peptide 


<222> 


53. .97 


<223> 


score 12 . 6 




seq WLLLLGLVALSEC/IM 


<400> 


254 



gcaccttcct cccatcttgc cttctccctc gagttgggac ccgggaagaa cc atg aag 58 

Met Lys 



197 



106 



iu 

=3 2 



202 



250 



298 



-15 

tgg ctg ctg ctg ctg ggt ctg gtg gcg etc tct gag tgc ate atg tac 
Trp Leu Leu Leu Leu Gly Leu Val Ala Leu Ser Glu Cys He Met Tyr 

-10 -5 1 

aag gtc ccc etc ate aga aag aag tec ttg agg cgc acc ctg tec gag 154 
Lys Val Pro Leu He Arg Lys Lys Ser Leu Arg Arg Thr Leu Ser Glu 

5 10 15 

cgt ggc ctg ctg aag gac ttc ctg aag aag cac aac etc aac cca gee 
Arg Gly Leu Leu Lys Asp Phe Leu Lys Lys His Asn Leu Asn Pro Ala 
20 25 30 35 

aga aag tac ttc ccc cag tgg gag get ccc acc ctg gta gat gaa cag 
Arg Lys Tyr Phe Pro Gin Trp Glu Ala Pro Thr Leu Val Asp Glu Gin 

40 45 50 

ccc ctg gag aac tac ctg gat atg gag tac ttc ggc act ate ggc ate 
Pro Leu Glu Asn Tyr Leu Asp Met Glu Tyr Phe Gly Thr He Gly He 

55 60 65 

gga act cct gee cag gat ttc acc gtc gtc ttt nac acc ggc tern tec 346 
Gly Thr Pro Ala Gin Asp Phe Thr Val Val Phe Xaa Thr Gly Ser Ser 

70 75 80 

aac ctg tgg gtg ccc tea 
Asn Leu Trp Val Pro Ser 
85 

<210> 255 
<211> 471 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 180. .470 

<221> sig_peptide 
<222> 180 . .236 
<223> score 5.9 

seq ALMYLGSLAFLGA/DT 



364 



60 
120 
179 



<400> 255 

aactcagtgg tttcttggtg acactggata gaacagctca agccttgcca ettegggett 
ctcactgcag ctgggcttgg actteggagt tttgccattg ccagtgggac gtctgagact 
ttctccttca agtacttggc agatcactct cttagcaggg tctgcgcttc geagceggg 
atg aag ctg gtt tec gtc gee ctg atg tac ctg ggt teg etc gec ttc 227 
Met Lys Leu Val Ser Val Ala Leu Met Tyr Leu Gly Ser Leu Ala Phe 

-15 -10 "5 

eta ggc get gac acc get egg ttg gat gtc gcg teg gag ttt cga aag 275 
Leu Gly Ala Asp Thr Ala Arg Leu Asp Val Ala Ser Glu Phe Arg Lys 

15 10 
aag tgg aat aag tgg get ctg agt cgt ggg aag agg gaa ctg egg atg 32 3 

Lys Trp Asn Lys Trp Ala Leu Ser Arg Gly Lys Arg Glu Leu Arg Met 

15 20 25 

tec age age tac ccc acc ggg etc get gac gtg aag gee ggg cct gee 371 
Ser Ser Ser Tyr Pro Thr Gly Leu Ala Asp Val Lys Ala Gly Pro Ala 
30 35 40 45 



198 



cag acc ctt att egg ccc cag gac 
Gin Thr Leu He Arg Pro Gin Asp 
50 

gaa gac age agt ccg gat gec gec 
Glu Asp Ser Ser Pro Asp Ala Ala 
65 

ggr a 
Gly 



atg aag ggt gec tct cga age ccc 
Met Lys Gly Ala Ser Arg Ser Pro 

55 60 
cgc ate cga gtc aag cgc tac egg 
Arg He Arg Val Lys Arg Tyr Arg 
70 75 



<210> 256 
<211> 315 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 67. .315 



3 1 



Z , ! 



= y 



<221> sig_peptide 
<222> 67 . . 138 
<223> score 10.5 

seq LVLVSMLALGTLA/EA 



<400> 256 

aaaatccggg getegggegg cctctcatcc ctgactcggg gtcgcctttg gagcagagag 
gaggca atg gee acc atg gag aac aag gtg ate tgc gee ctg gtc ctg 
Met Ala Thr Met Glu Asn Lys Val He Cys Ala Leu Val Leu 
-20 -15 



gtg 


tec 


atg 


ctg 


gee 


etc 


ggc 


acc 


ctg 


gee 


gag 


Val 


Ser 


Met 


Leu 


Ala 


Leu 


Gly Thr 


Leu 


Ala 


Glu 


-10 










-5 










1 


tgt 


aca 


gtg 


gec 


ccc 


cgt 


gaa 


aga 


cag 


aat 


tgt 


Cys 


Thr 


Val 


Ala 


Pro 


Arg 


Glu 


Arg 


Gin 


Asn 


Cys 






10 










15 






acg 


ccc 


tec 


cag 


tgt 


gca 


aat 


aag 


ggc 


tgc 


tgt 


Thr 


Pro 


Ser 


Gin 


Cys 


Ala 


Asn 


Lys 


Gly Cys 


Cys 






25 










30 








cgt 


ggg 


gtc 


ccc 


tgg 


tgc 


ttc 


tat 


cct 


aat 


acc 


Arg 


Gly 


Val 


Pro 


Trp 


Cys 


Phe 


Tyr 


Pro 


Asn 


Thr 




40 










45 










gaa 


gag 


gag 


tgt 


gaa 














Glu 


Glu 


Glu 


Cys 


Glu 














55 























20 



35 



50 



60 
108 



156 



204 



252 



300 



315 



<210> 257 
<211> 486 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 173 . .484 



199 



<221> sig_peptide 
<222> 173 . .256 
<223> score 5.3 

seq ASCLVLAARHASA/SS 



<400> 257 

gaggaccccg ggctgggcgc cgccgccggt tcgtctactc tttccttcag ccgcctcctt 

tcaaccttgt caacccgtcg gcgcggcctc tggtgcagcg gcggcggctc ctgttcctgc 

cqcaqctctc tccctttctt acctccccac cagatcccgg agatcgcccg cc atg get 

3 3 Met Ala 

tta ctt act gcg gec gec egg etc ttg gga ace aag aat gca tct tgt 
Leu Leu Thr Ala Ala Ala Arg Leu Leu Gly Thr Lys Asn Ala Ser Cys 

-25 -20 -15 

ctt gtt ctt gca gec egg cat gee agt get tec tec acg aat ttg aaa 
Leu val Leu Ala Ala Arg His Ala Ser Ala Ser Ser Thr Asn Leu Lys 
-10 -5 1 5 

gac ata ttg get gac ctg ata cct aag gag cag gec aga att aag act 
Asp He Leu Ala Asp Leu He Pro Lys Glu Gin Ala Arg He Lys Thr 

10 15 20 

ttc agg cag caa cat ggc aag acg gtg gtg ggc caa ate act gtg gac 
Phe Arg Gin Gin His Gly Lys Thr Val Val Gly Gin He Thr Val Asp 
H= 25 30 35 

W atg atg tat ggt ggc atg aga ggc atg aag gga ttg gtc tat gaa aca 
=U Met Met Tyr Gly Gly Met Arg Gly Met Lys Gly Leu Val Tyr Glu Thr 
t0 40 45 50 

tea gtt ctt gat cct gat gag ggc ate cgt ttc cga ggc ttt agt ate 
~ Ser Val Leu Asp Pro Asp Glu Gly He Arg Phe Arg Gly Phe Ser He 
m 55 60 65 70 

cct gaa tgc cag aaa ctg ct 
Pro Glu Cys Gin Lys Leu 
75 



1*2 



<210> 


258 


<211> 


278 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


83. .277 


<221> 


sig_peptide 


<222> 


83. .133 


<223> 


score 11.5 




seq LLPILLLSGWAFC/SQ 



60 
120 
178 

226 



274 



322 



370 



418 



466 



486 



<400> 258 

acttctcttt tccctagact gcagccagcg gasccgcagc cggcccgagc caggaaccca 
ggtceggage ctcaacttca gg atg ttg aca aca ttg ctg ccg ata ctg ctg 

Met Leu Thr Thr Leu Leu Pro lie Leu Leu 
-15 -10 
ctg tct ggc tgg gec ttt tgt age caa gac gec tea gat ggc etc caa 



200 



Leu Ser Gly Trp 
-5 

aga ctt cat atg 
Arg Leu His Met 
10 

tgg tac cag ggc 
Trp Tyr Gin Gly 

gaa ggc cca gac 
Glu Gly Pro Asp 
45 



Ala Phe Cys Ser 
1 

etc cag ate tec 
Leu Gin He Ser 
15 

aac gcg teg ctg 
Asn Ala Ser Leu 
30 

ace aac ace a 
Thr Asn Thr 



Gin Asp Ala Ser 
5 

tac ttc cgc gac 
Tyr Phe Arg Asp 
20 

ggg gga cac eta 
Gly Gly His Leu 
35 



Asp Gly Leu Gin 

ccc tat cac gtg 208 
Pro Tyr His Val 
25 

acg cac gtg ctg 256 
Thr His Val Leu 
40 

278 



<210> 259 
<211> 338 
<212> DNA 
<213> Homo sapiens 



<220> 

**» <221> CDS 

^ <222> 133. .336 

^ <221> sig_j>eptide 

H <222> 133. .213 

W <223> score 5.7 

^ seq LVSLFCSCFLADP/LN 



1 accactaatt gagggagtga ggaagagagc agctcgcttc taactggact gcacgttggt 
gacagcgtcc caagctggtg acagacccac tctgtaactt tcagctagat tcagccacca 
L U gatcccagaa ac atg acc ctt get gee tac aaa gag aag atg aag gag etc 
Oj Met Thr Leu Ala Ala Tyr Lys Glu Lys Met Lys Glu Leu 

£ -25 "20 "15 

O ccg ctg gtg tec ttg ttc tgc tec tgc ttc ctg gec gat ccc ctg aat 
« Pro Leu Val Ser Leu Phe Cys Ser Cys Phe Leu Ala Asp Pro Leu Asn 
~ -10 "5 1 

aag teg tec tac aaa tat gaa ggc tgg tgt ggg aga cag tgt agg agg 
Lys Ser Ser Tyr Lys Tyr Glu Gly Trp Cys Gly Arg Gin Cys Arg Arg 

5 10 15 

aag gat gaa age cag egg aaa gac agt get gac tgg aga gaa nga aga 
Lys Asp Glu Ser Gin Arg Lys Asp Ser Ala Asp Trp Arg Glu Xaa Arg 

20 25 30 

get cag gca gac acg gtg gac ct 
Ala Gin Ala Asp Thr Val Asp 
35 40 



60 
120 
171 



219 



267 



315 



338 



<210> 260 
<211> 499 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 112. .498 



201 



i VP 



<221> sig_peptide 
<222> 112. .180 
<223> score 10.6 

seq CMLLLAFSSWSLC/SD 



<400> 260 

atatagttca ctcactttca aagccagctg aaggaaagag gaagtgctag agagagcccc 
cttcagtgtg cttctgactt ttacggactt ggcttgttag aaggctgaaa g atg atg 

Mot" Mph 



<400> 261 

acgtgggtcc ccccggttcc ggcgcggttg aggccttcgg tggtgaacga gtctccagca 
cc atg tct ggt ttg tct ggc cca cca gcc egg cgc ggc cct ttt ccg 



60 
117 



309 



357 



405 



gca gga atg aaa ate cag ctt gta tgc atg eta etc ctg get ttc age 165 
Ala Gly Met Lys He Gin Leu Val Cys Met Leu Leu Leu Ala Phe Ser 

-20 -15 - 10 

tec tgg agt ctg tgc tea gat tea gaa gag gaa atg aaa gca tta gaa 213 
Ser Trp Ser Leu Cys Ser Asp Ser Glu Glu Glu Met Lys Ala Leu Glu 
_ 5 1 5 10 

gca gat ttc ttg ace aat atg cat aca tea aag att agt aaa gca cat 261 
« Ala Asp Phe Leu Thr Asn Met His Thr Ser Lys He Ser Lys Ala His 
*S 15 20 25 

* gtt ccc tct tgg aag atg act ctg eta aat gtt tgc agt ctt gta aat 
yi Val Pro Ser Trp Lys Met Thr Leu Leu Asn Val Cys Ser Leu Val Asn 
H 30 35 40 

W aat ttg aac age cca get gag gaa aca gga gaa gtt cat gaa gag gag 
C J Asn Leu Asn Ser Pro Ala Glu Glu Thr Gly Glu Val His Glu Glu Glu 
45 50 55 

ctt gtt gca aga agg aaa ctt cct act get tta gat ggc ttt age ttg 
Leu Val Ala Arg Arg Lys Leu Pro Thr Ala Leu Asp Gly Phe Ser Leu 
60 " 70 75 

gaa gca atg ttg aca ata tac cag etc cac aaa ann tgt cac age agg 453 
Glu Ala Met Leu Thr He Tyr Gin Leu His Lys Xaa Cys His Ser Arg 
80 85 90 

P get ttt caa cac tgg gag tta ate cag gaa gat att ctt gat act g 4 99 

O Ala Phe Gin His Trp Glu Leu He Gin Glu Asp He Leu Asp Thr 
Q 95 100 105 

<210> 261 
<211> 455 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 63 . .455 

<221> sigjpeptide 
<222> 63 . .155 
<223> score 11.5 

seq LLLFLLGPRLVLA/IS 



60 
107 



202 



Met Ser Gly Leu Ser Gly Pro Pro Ala Arg Arg Gly Pro Phe Pro 
-30 -25 -20 

tta gcg ttg ctg ctt ttg ttc ctg etc ggc ccc aga ttg gtc ctt gee 
Leu Ala Leu Leu Leu Leu Phe Leu Leu Gly Pro Arg Leu Val Leu Ala 

-15 -10 " 5 

ate tec ttc cat ctg ccc att aac tct cgc aag tgc etc cgt gag gag 
He Ser Phe His Leu Pro He Asn Ser Arg Lys Cys Leu Arg Glu Glu 
1 5 10 15 

att cac aag gac ctg eta gtg act ggc gcg tac gag ate tec gac cag 
He His Lys Asp Leu Leu Val Thr Gly Ala Tyr Glu He Ser Asp Gin 

20 25 30 

tct ggg ggc get ggc ggc ctg cgc asc acc tea aga tea cag att ctg 
Ser Gly Gly Ala Gly Gly Leu Arg Xaa Thr Ser Arg Ser Gin He Leu 

35 40 45 

ctq gee ata ttc tct act cca aag agg atg caa cca agg gga aat ttg 
Leu Ala lie Phe Ser Thr Pro Lys Arg Met Gin Pro Arg Gly Asn Leu 

50 55 60 

cct tta cca ctg aag att atg aca tgt ttg aag tgt gtt ttg aga gca 
Pro Leu Pro Leu Lys He Met Thr Cys Leu Lys Cys Val Leu Arg Ala 

75 80 



65 70 



^ agg gaa cag gga aca ggg egg ata cct gac caa etc gtg ate eta gac 

^ Arq Glu Gin Gly Thr Gly Arg He Pro Asp Gin Leu Val He Leu Asp 
U 85 90 95 

UJ atg aag cat gga 

•J3 Met Lys His Gly 
.P= 100 





<210> 


262 




<211> 


352 


=3 f 


<212> 


DNA 


-3 z 


<213> 


Homo sapiens 


4= 


<220> 






<221> 


CDS 


z s 
■as 


<222> 


32. .352 




<221> 


sig_j?eptide 




<222> 


32. .70 




<223> 


score 3.5 






seq MAATLLAARGAGP/AP 



155 



203 



251 



299 



347 



395 



455 



<400> 262 q9 
agttgctttg aggcagtacc ggaggagaaa g atg gcg get acc tta eta get 
y * Met Ala Ala Thr Leu Leu Ala 

-10 

get tgg ggg ccg gag ggt tea etc 100 



get egg gga gee ggg cca gca ccg _ __ _. . _ _ 

Ala Arg Gly Ala Gly Pro Ala Pro Ala Trp Gly Pro Glu Gly Ser Leu 

cag act ggg aaa gee gag aag ttt cca ctg ggr ycc tac ate gee aat 148 

Gin Thr Gly Lys Ala Glu Lys Phe Pro Leu Gly Xaa Tyr He Ala Asn 

15 20 25 

cga gtg act gac aag ctg aca cct att cac gac cgc att ttc tgc tgt 196 

Arg Val Thr Asp Lys Leu Thr Pro lie His Asp Arg He Phe Cys Cys 



203 





30 






cgc tea ggc 


tea get 


get 


gat 


Arg Ser Gly 


Ser Ala 


Ala 


Asp 


45 








tac cag etc 


ggt ttc 


cac 


age 


Tyr Gin Leu 


Gly Phe 


His 


Ser 


60 






65 


cac aca gca 


gee age 


etc 


ttt 


rllS in.1T Aid 


Ala Ser 


Leu 


Phe 


75 




80 




gac ctg atg 


gcg 






Asp Leu Met 


Ala 






<210> 263 








<211> 426 








<212> DNA 








<213> Homo 


sapiens 






<220> 








<221> CDS 








<222> 156 . . 


425 






<221> sigjpeptide 






<222> 156 . . 


197 






<223> score 15 






seq LLPLLLLLPMCWA/VE 



35 40 

ace cag gca gta get gat gel 

Thr Gin Ala Val Ala Asp Al; 
50 55 

att gaa ctg aat gag cct cc; 

He Glu Leu Asn Glu Pro Pr< 
70 



85 90 



244 



292 



340 



352 



51 cgctttcttt etgeagcagg aaccgegget gctggacaag aggggtgegg tjjatactga 60 

«" eetttgetec ggectegteg tgaagaeaea gegcatetce eegctgtagg cttcctccca 120 

W cagaacccgt ttegggcetc agagegtctg gtgag atg ctg ttg ceg ctg ctg 173 

p y y ^ Met Leu Leu Pro Leu Leu 

5 -io 

0 ctg ctg eta eec atg tge tgg gec gtg gag gtc aag agg ccc egg ggc 
Leu Leu Leu Pro Met Cys Trp Ala Val Glu Val Lys Arg Pro Arg Gly 

-5 1 5 

gtc tec etc acc aat cat cac ttc tac gat gag tec aag cct ttc acc 
Val Ser Leu Thr Asn His His Phe Tyr Asp Glu Ser Lys Pro Phe Thr 

10 15 20 

tqc ctg gac ggt teg gec acc ate cca ttt gat cag gtc aac gat gac 
Cys Leu Asp Gly Ser Ala Thr lie Pro Phe Asp Gin Val Asn Asp Asp 
25 30 35 40 

tat tgc gac tgc aaa gat ggc tct gac gag cca ggc acg get gee tgt 
Tyr Cys Asp Cys Lys Asp Gly Ser Asp Glu Pro Gly Thr Ala Ala Cys 

45 50 55 

cct aat ggc age ttc cac tgc acc aac act ggc tat aag ccc ctg tat 
Pro Asn Gly Ser Phe His Cys Thr Asn Thr Gly Tyr Lys Pro Leu Tyr 

60 65 70 

ate ccc tec aac c 
He Pro Ser Asn 
75 

<210> 264 



221 



269 



317 



365 



413 



426 



204 



<211> 432 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 105 . .431 

<221> sigjpeptide 
<222> 105 . . 161 
<223> score 8.1 

seq LLGVLWSPDALG/ST 



<400> 264 

agtcttgccc cagcctcggg aggtggtgga gtgacctggc cccagtgctg cgtccttatc 60 
agccgagccg gtcccagctc ttgctcctgc ctgtttgcct ggaa atg gcc acg ctt 116 

Met Ala Thr Leu 

3 etc ctt etc ctt ggg gtg ctg gtg gta age cca gac get ctg ggg age 164 
^ Leu Leu Leu Leu Gly Val Leu Val Val Ser Pro Asp Ala Leu Gly Ser 
UJ ~ 15 _1 ° -5 1 

^ aca aca gca gtg cag aca ccc acc tec gga gag cct ttg gtc tct act 212 
; ; Thr Thr Ala Val Gin Thr Pro Thr Ser Gly Glu Pro Leu Val Ser Thr 
t 5 10 15 

age gag ccc ctg age tea aag atg tac acc act tea ata aca agt gac 
%y Ser Glu Pro Leu Ser Ser Lys Met Tyr Thr Thr Ser He Thr Ser Asp 
C* 20 25 30 

3 cct aag gcc gac age act ggg gac cag acc tea gcc eta cct ccc tea 

p Pro Lys Ala Asp Ser Thr Gly Asp Gin Thr Ser Ala Leu Pro Pro Ser 
si! 35 40 45 

act tec ate aat gag gga tec cct ctt tgg act tec att ggt gcc age 356 

Thr Ser He Asn Glu Gly Ser Pro Leu Trp Thr Ser He Gly Ala Ser 
5 50 55 60 65 

M act ggt tec cct tta cct gag cca aca acc tac cag gaa gtt tec ate 404 
U Thr Gly Ser Pro Leu Pro Glu Pro Thr Thr Tyr Gin Glu Val Ser He 

7 ° 75 80 

aag atg tea tsa gtg ccc cag gaa acc c 432 

Lys Met Ser Xaa Val Pro Gin Glu Thr 
85 90 



<210> 


265 


<211> 


284 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


108 . .284 


<221> 


sigjpeptide 


<222> 


108 . . 170 


<223> 


score 11.2 




seq LLCLFSLLTQVTT/EP 



260 



308 



205 



llllltlllt tggctgctgc cttaagacgt gcagcctggg ccgtggctgt cactgcgttc 60 
ggafccagac efgctgcalg cagcagcagc ccccgcecgc gcas.gc atg gag etc 

-20 



tgg ggg gec tac etc etc etc tgc etc tte tee ete ctg ace cag gte 
Trp Gly Ala Tyr Leu Leu Leu Cys Leu Phe Ser Leu Leu Thr Gin Val 



gtg gea eaa tea eag ete act gea gea tea gte tte tgg gat caa gtg 
tl Ala Gin Ser Gin Leu Thr Ala Ala Ser Val Phe Trp Asp Gin Val 



1 5 1° 



att etc cca c 
He Leu Pro 
15 



164 



acc acc gag cca cca acc cag aag ccc aag aag att gta aat gec aag 212 
Thr Thr Glu Pro Pro Thr Gin Lys Pro Lys Lys lie Val Asn Ala Lys 

aaa aat att gtg aac aca aag atg ttt gag gag etc aar age egt ctg 260 
lys Asp tl Val Asn Thr Lys Met Phe Glu Glu Leu Lys Ser Arg Leu 

15 20 25 284 

gac acc ctg gec cag gag gtg gee 
Asp Thr Leu Ala Gin Glu Val Ala 
35 

*£} <210> 266 

yi <2ii> 211 

y[ <212> DNA 

s.e <213> Homo sapiens 

^ <220> 

<221> CDS 
^0 <222> 58 . .210 

O <221> sig_peptide 
flj <222> 58. .165 
f\i <223> score 5.4 



seq LLCYPGWSAVAQS/QL 



gacgU-a tgageeggaa teagaaagea agctctagtt ct :.ctgtttc : etaatge 
ata att cag gee aca tea ctg tct tec ttg att ctt ggt ttt tct ttt 
net lie Gin Ala Thr Ser Leu Ser Ser Leu lie Leu Gly Phe Ser Phe 

ctt III ttt gaa gat ggg gte ttg ctg tgt tac c« ggc tgg agt gea 
Leu Phe Phe Glu Asp Gly Val Leu Leu Cys Tyr Pro Gly Trp Ser Ala 

'20 15 _ , 4-4-,-, t-^rr nat" Ma CltQ 201 



211 



<210> 267 
<211> 473 
<212> DNA 
<213> Homo sapiens 



206 




<220> 
<2 21> CDS 
<222> 8.-472 

<221> sigj>eptide 
<223> ^ore _1_0-1 T 



^ S s C e ° q re sF W^^/^ 



<400> 267 
ctttcgg atg 
Met 



ctg acg 
Leu Thr 
35 



D 

i 



ttt ggg at 9 
Phe Gly wet 

-20 

ttt get gtc 

Phe Ala Val 
-5 

tea ctg ctg 
ser Leu Leu 

tac aac ate 
Tyr Asn Ile 



cca acg 
pro Thr 



etc tct 
Leu Ser 

atg agg 
Met Arg 



act caa 
Thr Gin 



gca gag 
Ala Glu 
1 



tec tgt 
Ser Cys 
-30 
ctg ctg 

Leu Leu 

-15 

gaa gg a 
Glu Gly 



ctt tgt 
Leu Cys 



tea ttt 
Ser Pne 



ggc tec 
Gly Ser 

gtg gtg 

Val Val 
-10 



gga aag gcg 
Gly Lys Ala 
-25 

ttg get eta 
Leu Ala Leu 



tct gat gat 
Ser Asp Asp 
45 

etc aat gtc 
Leu Asn Val 
60 

act gtg gtc 

Thr Val Val 
75 

gca aca att 
Ala Thr He 

tct acc agt 
S er Thr Ser 



aac aga 
Asn Arg 

15 
tac aat 
Tyr Asn 
30 

tec ttc 
Ser Phe 



tac gec 
Tyr Ala 



gtg gag 

Val Glu 



gtt gg c 

Val Gly 

cct cca 
pro Pro 



aaa tgg 
Lys Trp 

ctg cgc 
Leu Arg 



act tac 
Thr Tyr 

95 
gca ctg 
Ala Leu 
110 



gac egg 
Asp Arg 

65 
cct etc 
pro Leu 
80 

ctg gee 
Leu Ala 



tea agt 
Ser Ser 

35 
gaa gac 
Glu Asp 
50 

att gec 
lie Ala 



gec agg 
Ala Arg 
5 

gga cga 
Gly Arg 

20 

get gca 
Ala Ala 



ctt ttg 
Leu Leu 



gac ctg 
Asp Leu 

tta gac 
Leu Asp 



ttt ggc 
Phe Gly 



cct get 
pro Ala 



aag get 
Lys Ala 

cag gag 
Gin Glu 



gac agg gag gaa 
9 Asp Arg Glu Glu 



ggt tat 

Gly Tyr 

85 

gat ggg 
asp Gly 

100 

tec tgg 
Ser Trp 



att gtg 
lie Val 

55 
age aat 
Ser Asn 
70 

ttc aac 
Phe Asn 



get tec aaa 
Ala Ser Lys 
10 

acc ttg cag 
Thr Leu Gin 
25 

gtg gaa eta 
Val Glu Leu 
40 

tct gga atg 
Ser Gly Met 



ccc gtt 
pro val 



etc age 
Leu Ser 



gtc tec cac 
Val Ser His 

ttc acc teg 
Phe Thr Ser 
90 

gtg att gge 
Val He Gly 
105 

g 



49 
97 
145 
193 
241 
289 
337 
385 
433 



473 



<210> 268 
<211> 453 
<212> VKA 
<213 > Homo sapiens 



<220> 
<221> CDS 
<222> 8.- 451 

<221> sigj?eP tide 

<222> 8. -11* , 
<223> score 10.1 



207 



.-?3 



seq SFWLALFAVTQA/EE 



ctttcgg^tg ctg acg etc tct tec tgt ctt tgt ggc tec gga aag gcg 
net Leu Thr Leu Ser Ser Cys Leu Cys Gly Ser Gly Lys Ala 

-35 _3 ° 
ttt ggg atg cca acg atg agg ctg ctg tea ttt gtg gtg ttg get eta 
Phe III Me? Pro Thr Met Arg Leu Leu Ser Phe Val Val Leu Ala Leu 

-20 ~ 15 tac: 

ttt get gtc act caa gca gag gaa gga gee agg ctt ttg get tee aaa 
Phe Ala Sal Thr Gin Ala Glu Glu Gly Ala Arg Leu Leu Ala Ser Lys 



a „ tac aat tec age ctg gtc acc ttc caa gag ccc ccg ggg gtc aac 
S £ Hn Ser Ser Leu Val Thr Phe Gin Glu Pro Pro Gly Va Asn 



95 100 105 



: =H acc aca gag ctg cca tec tt 
=1= Thr Thr Glu Leu Pro Ser 
O 110 

<210> 269 
<211> 364 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 105. .362 

<221> sig_peptide 
<222> 105. .227 
<223> score 3.9 

seq ALFLCGCYWALG/AH 



241 



289 



tea ctg ctg aac aga tac gec gtg gag gga cga gac ctg acc ttg cag 193 
Ser Leu Leu Asn Arg Tyr Ala Val Glu Gly Arg Asp Leu Thr Leu Gin 

tac aac ate tac aat gtt ggc tea agt get gca tta gac gtg gaa eta 
^yr isn lie Tyr Asn Val fly Ser Ser Ala Ala Leu Asp Val Glu Leu 

30 35 
hrt aat aat tec ttc cct cca gaa gac ttt ggc att gtg tct gga atg 
Ser Tsl III Ser Phe Pro Pro Glu Asp Phe Gly lie Val Ser Gly Met 

etc aat gtc aaa tgg gac egg att gec cct get age aat gtc tec cae 337 

Leu Asn Val Lys Trp Asp Arg lie Ala Pro Ala Ser Asn Val Ser Hxs 

65 

act gtg gtc ctg cge cct etc aag gee ctg gga ate cca ctg cae ttg 385 

Thr vll Val Leu Arg Pro Leu Lys Ala Leu Gly He Pro Leu Hxs Leu 

75 80 85 90 

'° . ^ r.^r. r-r-n oon ate aac 433 



453 



glg«tgctg ectatgeaa. gcaggtaaga agccgaactc tg.ggcctct =9««"9tc 60 
'tSglcgg ceagolggag cgttttcggg gctgt.aagg gag. atg gcg cat gcg 11. 



208 



His lit Gin rf *" C9C * ct **9 age aqa ti-h - ~ 4 ° 

ct 9 aqt rfo t 20 u ber He 

*" 4 2- 2 - 2 S = S S - - sj. £ «. , 9 

etc atg aa 35 JJ U A1 * Leu G ^ 

Leu Met 

45 364 

<210> 270 
<2ll> 396 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 219. .395 

<221> sig_peptide 
<222> 219.. 266 
<223> score 4.3 

seq ALPAAGFL YWVGA / GT 

<400> 270 



164 
212 
260 
308 
356 



gnaactggag tcagctaat 

" 9t 9 '^«'9t ggaaagee atg Hg"s= gct" ^ 

5 S 5 £ 2 J 5 C 5 S 5 M ~r 

9CC ctq rot ^f- 1 Tyr Leu 

Ser Gin val val Leu 

40 396 



284 
332 
380 



209 



<210> 271 , 

<211> 414 

<212> V$A 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> 108. .413 

<221> sigjpeptide 

<222> 108. .197 

<223> sdore 7.3 

seia LKLLILSMAAVLS/FS 



<400> 271 

ctgccagggt t^gggtgcgcc gctgaacgga tggctgaggg agccccgcgg atcgtttagg 60 
f*l aaagccggcc agctgatcgt cgtgtgttgc cacccattca tgtcaag atg act aag 116 
^ Met Thr Lys 

ttt gga ttt ttg cga ttg tec tat gag aag cag gac aca ctt ttg aag 164 
Phe Gly Phe Leu Arg Leu Ser Tyr Glu Lys Gin Asp Thr Leu Leu. Lys 
W -25 -20 -15 

C ; ctt etc att ctg tea atg get get gta tta tec ttc tec act cgt ctg 212 
y0 keu Leu lie Leu Ser Met Ala Ala Val Leu Ser Phe Ser Thr Arg Leu 
=,n -10 -5 1 5 

ttt get gtc ctg aga ttt gaa agt gtt ate cat gag ttt gat ccg v tac 260 
?z~ Phe Ala Val Leu Arg Phe Glu Ser Val lie His Glu Phe Asp Pro Tyr 

10 15 20 

L^; ttt aat tat egg act ace agg ttc ctg get gag gag ggg ttt tat aaa 308 
^ Phe Asn Tyr Arg Thr Thr Arg Phe Leu Ala Glu Glu Gly Phe Tyr Lys 
==P 25 30 35 

O ttc cat aac tgg ttt gat gac cga gee tgg tac cct ttg gga cga ate 356 
Q Phe His Asn Trp Phe Asp Asp Arg Ala Trp Tyr Pro Leu Gly Arg lie 
40 45 50 

att gga gga aca att tac cca ggt tta atg ate ace tct get gca ate 404 
He Gly Gly Thr He Tyr Pro Gly Leu Met He Thr Ser Ala Ala He 

55 60 65 

tac cat gta c 414 
Tyr His Val 
70 

<210> 272 
<211> 288 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 55 . .288 

<221> sig_peptide 
<222> 55. .153 



210 




<223> score 9.5 

seq LLLGLVMPIiAIIA/QV 



<400> 272 

atcaggctca ggctgggcat aaaggaggct cctgtgggct agagggaggc agac atg 57 

Met 

ggg acc atg aag acc caa agg gat ggc cac tec ctg ggg egg tgg tea 105 
Gly Thr Met Lys Thr Gin Arg Asp Gly His Ser Leu Gly Arg Trp Ser 

-30 ' -25 -20 

ctg gtg etc ctg ctg ctg ggc ctg gtg atg cct ctg gee ate att gec 153 
Leu Val Leu Leu Leu Leu Gly Leu Val Met Pro Leu Ala lie lie Ala 

-15 -10 -5 

cag gtc etc age tac aag gaa get gtg ctt cgt gct.ata gat ggc ate 201 
Gin Val Leu Ser Tyr Lys Glu Ala Val Leu Arg Ala lie Asp Gly lie 
15 10 15 

aac cag egg tec teg gat get aac etc tac cgc etc ctg gac ctg gac 249 
Asn Gin Arg Ser Ser Asp Ala Asn Leu Tyr Arg Leu Leu Asp Leu Asp 

25 30 
ttt ggg gga cat tct get 288 
Phe Gly Gly His Ser Ala 
40 45 







20 


%* s 


ccc agg ccc acg atg gtg age 
Pro Arg Pro Thr Met Val Ser 


<210> 


35 
273 




<211> 


454 


*%? 


<212> 


DNA 


<213> 


Homo sapiens 


3 ; 


<220> 




flj 


<221> 


CDS 


23 ; 
si! 
= 


<222> 


100 . .453 


35= 


<221> 
<222> 


sig_j?eptide 
100. .180 


Q 


<223> 


score 7.2 

seq VLWLSGLSEPGAA/RQ 



<400> 273 

gtetcggccc atttgaagac caggaagttg atcaatcccg aggctgetga. gagacggtgg 60 
cgcgattggg acagtcgcca gggatggctg agcgtgaag atg cag egg gtg tec 114 

Met Gin Arg Val Ser 
-25 

999 ctg etc tec tgg acg ctg age aga gtc ctg tgg etc tec ggc etc 162 
Gly Leu Leu Ser Trp Thr Leu Ser Arg Val Leu Trp Leu Ser Gly Leu 

-20 -15 -10 

tct gag ccg gga get gee egg cag ccc egg ate atg gaa gag aaa gcg 210 
Ser Glu Pro Gly Ala Ala Arg Gin Pro Arg lie Met Glu Glu Lys Ala 

-5 15 10 

eta gag gtt tat gat ttg att aga act ate egg gac cca gaa aag ccc 258 
Leu Glu Val Tyr Asp Leu lie Arg Thr lie Arg Asp Pro Glu Lys Pro 

15 20 25 

aat act tta gaa gaa ctg gaa gtg gtc teg gaa agt tgt gtg gaa gtt 306 
Asn Thr Leu Glu Glu Leu Glu Val Val Ser Glu Ser Cys Val Glu Val 



211 



30 

cag gag ata aat gaa gam 
Gin Glu He Asn Glu Xaa 
45 

rca gta cct cat tgc tct 
Xaa Val Pro His Cys Ser 
60 

gta aaa ctt cag cga tgt 
Val Lys Leu Gin Arg Cys 
75 80 
att t 
He 



35 

gaa tat ctg gtt ann ate 
Glu Tyr Leu Val Xaa He 
50 

ttg gcg act ctt att ggg 
Leu Ala Thr Leu He Gly 
65 70 
tta cca ttt aaa cat aag 
Leu Pro Phe Lys His Lys 
85 



40 

agg ttc acg cca 354 

Arg Phe Thr Pro 

55 

ctg tgc tta aga 402 
Leu Cys Leu Arg 

ttg gaa ate tac 450 
Leu Glu He Tyr 
90 

454 



<210> 274 

<211> 399 

<212> DNA 

<213> Homo sapiens 



F\ <220> 



•=acr 



<221> CDS 
<222> 81. .398 



<221> sig_peptide 
<222> 81. . 152 
C 3 <223> score 10 
y3 seq LLLLQALPSPLSA/RA 



f*\ <400> 274 

fjj gaagaagagg gtagaggagg agagggagga ggaggaggga ggtggcggcg ccgtggcgga 60 
ggagcaggag caggaggggg atg gag agg aga agg etc ctg ggt ggc atg gcg 113 

Met Glu Arg Arg Arg Leu Leu Gly Gly Met Ala 
-20 -15 
etc ctg etc etc cag gcg ctg ccc age ccc ttg tea gee agg get gaa 161 
Leu Leu Leu Leu Gin Ala Leu Pro Ser Pro Leu Ser Ala Arg Ala Glu 

-10 -5 1 

ccc ccg cag gat aag gaa gee tgt gtg ggt acc aac aat caa age tac 209 
Pro Pro Gin Asp Lys Glu Ala Cys Val Gly Thr Asn Asn Gin Ser Tyr 

5 10 15 

ate tgt gac aca gga cac tgc tgt gga cag tct cag tgc tgy aac tac 257 
He Cys Asp Thr Gly His Cys Cys Gly Gin Ser Gin Cys Cys Asn Tyr 
20 25 30 35 

tac tat gaa etc tgg tgg ttc tgg ctg gtg tgg acc ate ate ate ate 305 
Tyr Tyr Glu Leu Trp Trp Phe Trp Leu Val Trp Thr He He He He 

40 45 50 

ctg age tgc tgc tgt gtt tgc cac cac cgc cga gec aag cac cgc ctt 353 
Leu Ser Cys Cys Cys Val Cys His His Arg Arg Ala Lys His Arg Leu 

55 60 65 

cag gee cag cag egg caa cat gaa ate aac ctg ate get tac cga g 399 
Gin Ala Gin Gin Arg Gin His Glu He Asn Leu He Ala Tyr Arg 
70 75 80 



<210> 275 
<211> 272 



212 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 118 . .270 

<221> sigjoeptide 
<222> 118. .180 
<223> score 14.3 

seq LLLCAVLLSLASA/SS 



■satr 

in 

~3s 



<400> 275 

gcggaggaag gagactagag caggaagagc agcggcgagg cggcggtggt ggctgagtcc 60 
gtggtggcag aggcgaaggc gacagctcta ggggttggca ccggccccga gaggagg 117 
atg egg gtc egg ata ggg ctg acg ctg ctg ctg tgt gcg gtg ctg ctg 165 
Met Arg Val Arg lie Gly Leu Thr Leu Leu Leu Cys Ala Val Leu Leu 

-20 -15 -10 

age ttg gec teg gcg tec teg ggt cag tat ccg ccc cct egg get gaa 213 
Ser Leu Ala Ser Ala Ser Ser Gly Gin Tyr Pro Pro Pro Arg Ala Glu 
-5 15 10 

ggc cca gag cct ccg ccc ccc age etc tac age egg egg ggc cgt ggg 261 
Gly Pro Glu Pro Pro Pro Pro Ser Leu Tyr Ser Arg Arg Gly Arg Gly 

15 20 25 

gac tec agg ct 
Asp Ser Arg 
30 



=9 3 


<210> 


276 




<211> 


448 




<212> 


DNA 


ays 

rh 


<213> 


Homo sapiens 
















<220> 






<221> 


CDS 




<222> 


15 . .446 




<221> 


sig_peptide 




<222> 


15. .155 




<223> 


score 7 . 1 






seq SLLFLLMGLRASG/KD 



272 



<400> 276 

gaaaatagat catc atg gtg gca cca 
Met Val Ala Pro 
-45 

cct ggg cct ttc tec agt aag cca 
Pro Gly Pro Phe Ser Ser Lys Pro 
-35 -30 
tct tct gtt eta cag acc tct etc 
Ser Ser Val Leu Gin Thr Ser Leu 
-15 



aag agt cac aca gat gac tgg get 
Lys Ser His Thr Asp Asp Trp Ala 
-40 

cag agg agt cag ctg caa ata ttc 
Gin Arg Ser Gin Leu Gin lie Phe 
-25 -20 
etc ttc ctg etc atg gga eta aga 
Leu Phe Leu Leu Met Gly Leu Arg 
-10 -5 



213 



gcc tct gga aag gac tea gec cca aca gtg gtg tea ggg ate eta ggg 194 
Ala Ser Gly Lys Asp Ser Ala Pro Thr Val Val Ser Gly lie Leu Gly 

15 10 
ggt tec gtg act etc ccc eta aac ate tea gta gac aca gag att gag 242 
Gly Ser Val Thr Leu Pro Leu Asn He Ser Val Asp Thr Glu He Glu 

15 20 25 

aac gtc ate tgg att ggt ccc aaa aat get ctt get ttc gca cgt ccc 2 90 

Asn Val He Trp He Gly Pro Lys Asn Ala Leu Ala Phe Ala Arg Pro 
30 35 40 45 

aaa gaa aat gta acc att atg gtc aaa age tac ctg ggc cga eta gac 
Lys Glu Asn Val Thr He Met Val Lys Ser Tyr Leu Gly Arg Leu Asp 

50 55 60 

ate acc aag tgg agt tac tec ctg tgc ate age aat ctg act ctg aat 
He Thr Lys Trp Ser Tyr Ser Leu Cys He Ser Asn Leu Thr Leu Asn 

65 70 75 

gat gca gga tec tas aaa gcc cag ata aac caa rgg aat ttt gaa gtc 434 
Asp Ala Gly Ser Xaa Lys Ala Gin He Asn Gin Xaa Asn Phe Glu Val 

80 85 90 

acc act gag gag ga 448 
Thr Thr Glu Glu 



m 95 



5 - 5 


<210> 


277 




<211> 


552 




<212> 


DNA 


<213> 


Homo 



<220> 
<221> CDS 
<222> 207. .551 

<221> sig_peptide 
<222> 207. .284 
<223> score 10 

seq LWLALVSCILTQA/SA 



338 



386 



<400> 277 

ttatctcacc tccactcaac aagcccagtg tatggectag aactcccatc atacctgtgc 60 

accaattgag gagagacaca tgggtgggaa attgeaataa aaagaeggee cacagcaggc 12 0 

tgcattccca tggctggcca gaggaggaac gctttgtgtt etcateggag ctgcatggga 180 

agtctgeata cagcaaagtg acctgc atg cct cac ctt atg gaa agg atg gtg 233 

Met Pro His Leu Met Glu Arg Met Val 
-25 -20 

281 



329 



377 



425 



ggc 


tct 


ggc 


etc 


ctg 


tgg 


ctg 


gcc 


ttg 


gtc 


tec 


tgc 


att 


ctg 


acc 


cag 


Gly Ser Gly Leu 


Leu 


Trp 


Leu 


Ala 


Leu 


Val 


Ser 


Cys 


He 


Leu 


Thr 


Gin 






-15 










-10 










-5 








gca 


tct 


gca 


gtg 


cag 


cga 


gac 


cca 


tec 


act 


gtg 


gag 


gac 


aag 


tgt 


gag 


Ala 


Ser 


Ala 


Val 


Gin 


Arg 


Asp 


Pro 


Ser 


Thr 


Val 


Glu 


Asp 


Lys 


Cys 


Glu 




1 








5 










10 










15 


aag 


gcc 


tgc 


cgc 


ccc 


gag 


gag 


gag 


tgc 


ctt 


gcc 


etc 


aac 


age 


acc 


tgg 


Lys 


Ala 


Cys 


Arg 


Pro 


Glu 


Glu 


Glu 


Cys 


Leu 


Ala 


Leu 


Asn 


Ser 


Thr 


Trp 










20 










25 










30 




ggc 


tgt 


ttc 


tgc 


aga 


cag 


gac 


etc 


aat 


agt 


tct 


gat 


gtc 


cac 


agt 


ttg 



214 



552 



Gly Cys Phe Cys Arg Gin Asp Leu Asn Ser Ser Asp Val His Ser Leu 

35 40 45 

cag cct cag eta gac tgt ggg ccc agg gag ate aag gtg aag gtg gac 473 
Gin Pro Gin Leu Asp Cys Gly Pro Arg Glu He Lys Val Lys Val Asp 

50 55 60 

aaa tgt ttg ctg gga ggc ctg ggt ttg ggg gag gag gtc atg cct acc 521 
Lys Cys Leu Leu Gly Gly Leu Gly Leu Gly Glu Glu Val Met Pro Thr 

65 70 75 

tgc gag acc caa ctg cag cag cat ctt gca g 
Cys Glu Thr Gin Leu Gin Gin His Leu Ala 
80 85 

<210> 278 
<211> 503 
<212> DNA 
<213> Homo sapiens 

<220> 
O <221> CDS 
bfs <222> 207. .503 

<221> sig_peptide 
H*! <222> 207. .284 
*S <223> score 10 
^ seq LWLALVSCILTQA/SA 



60 



<400> 278 

ttatctcacc tccactcaac aagcccagtg tatggectag aactcccatc atacctgtgc 
accaattgag gagagacaca tgggtgggaa attgeaataa aaagaeggee cacagcaggc 120 
tgcattccca tggctggcca gaggaggaac gctttgtgtt etcateggag ctgcatggga 180 
agtctgeata cagcaaagtg acctgc atg cct cac ctt atg gaa agg atg gtg 233 

Met Pro His Leu Met Glu Arg Met Val 
-25 -20 
ggc tct ggc etc ctg tgg ctg gec ttg gtc tec tgc att ctg acc cag 281 
Gly Ser Gly Leu Leu Trp Leu Ala Leu Val Ser Cys He Leu Thr Gin 

-15 -10 "5 

gca tct gca gtg cag cga ggy wat gga rac ccc att gaa gec agt atg 329 
Ala Ser Ala Val Gin Arg Gly Xaa Gly Xaa Pro He Glu Ala Ser Met 

15 10 15 

tat ggg ctg gac ctg gac tec gga get cct ggc acc cca gag get cat 377 
Tyr Gly Leu Asp Leu Asp Ser Gly Ala Pro Gly Thr Pro Glu Ala His 

20 25 30 

gtc tgt ttt gac ccc tgt cag aat tac acc ate ctg gat gaa ccc ttc 425 
Val Cys Phe Asp Pro Cys Gin Asn Tyr Thr He Leu Asp Glu Pro Phe 

35 40 45 

cga age aca gag aac tea gca ggg ggg gtg cga tna aaa cat gag egg 
Arg Ser Thr Glu Asn Ser Ala Gly Gly Val Arg Xaa Lys His Glu Arg 

50 55 60 

ctg gta ccg ctt tgt agg gga agg rgg agt 
Leu Val Pro Leu Cys Arg Gly Arg Xaa Ser 
65 70 



473 



503 



<210> 279 



215 




60 
120 



<211> 416 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 262 . .414 

<221> sig_peptide 
<222> 262. .306 
<223> score 6.4 

seq RLLLSGLSPKALT/LG 

<400> 279 

ttcttgaagt ccagtgtttc cacggctgga tacctgtgtg tctccataaa agtcctgtca 

ccaaggacgt taaaggcatt ttattccagc gtcttctaga gagcttagtg tatacagatg 

agggtgtccg ctgctgcttt ccttcggaat ccagtgcttc cacagagaat tagcctgtag 180 

?** cttatatttg acattcttca ctgtctgttg tttacctacc gtagcttttt accgttcact 240 

% tccccttcca actatgtcca g atg tgc agg etc etc etc tct gga ctt tct 291 

Met Cys Arg Leu Leu Leu Ser Gly Leu Ser 

U\ -15 -10 

^ cca aag gca ctg acc etc ggc etc tac ttt gtc ccc tea cct cca ccc 

yJ Pro Lys Ala Leu Thr Leu Gly Leu Tyr Phe Val Pro Ser Pro Pro Pro 
%B -5 1 5 10 

C J cct cct gtc acc ggc ctt gtg aca ttc act cag aga aga cca cac caa 

J3 Pro Pro Val Thr Gly Leu Val Thr Phe Thr Gin Arg Arg Pro His Gin 

15 20 25 

^ gga ggc ggc cgc tgg cca gga gag aac ac 
2f= Gly Gly Gly Arg Trp Pro Gly Glu Asn 

4= <210> 280 
O <211> 343 
O <212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 68. .343 

<221> sig_j?eptide 
<222> 68 . . 136 
<223> score 9.1 

seq GLLAAGFCPAVLC/HP 



339 



387 



416 



<400> 280 

ccactactcc agacagaegg ctttggaatc caccagctac atccagctcc ctgaggcaga 
gttgaga atg gag aga atg tta cct etc ctg ret ctg ggg etc ttg gcg 
Met Glu Arg Met Leu Pro Leu Leu Xaa Leu Gly Leu Leu Ala 
-20 -15 -10 

get ggg ttc tgc cct get gtc etc tgc cac cct aac age cca ctt gac 
Ala Gly Phe Cys Pro Ala Val Leu Cys His Pro Asn Ser Pro Leu Asp 



60 
109 



157 



216 



-5 

gag gag aat ctg acc cag 
Glu Glu Asn Leu Thr Gin 
10 

etc gga tta gec tec gec 
Leu Gly Leu Ala Ser Ala 
25 

ctg gga gtc cgc etc agg 
Leu Gly Val Arg Leu Arg 
40 45 
cag ggt gag gaa gag tct 
Gin Gly Glu Glu Glu Ser 
60 



1 

gag aac caa gac cga ggg 
Glu Asn Gin Asp Arg Gly 
15 

aac gtg gac ttc get ttc 
Asn Val Asp Phe Ala Phe 
30 35 
gat cgt gga gtt ctg ggt 
Asp Arg Gly Val Leu Gly 
50 

gaa gaa ggg ata cac tgt 
Glu Glu Gly He His Cys 
65 



5 

aca cac gtg gac 205 

Thr His Val Asp 

20 

age ctg tac aag 253 
Ser Leu Tyr Lys 

aga tgg gaa gee 3 01 

Arg Trp Glu Ala 
55 

ggg ggc 343 
Gly Gly 



<210> 281 
<211> 554 
<212> DNA 
<213> Homo sapiens 



60 
109 



<220> 

S <221> CDS 

f} <222> 68. .553 

U <221> sig_peptide 

=D <222> 68 . . 136 

40 <223> score 9.1 

5 seq GLLAAGFCPAVLC/HP 



<400> 281 

ccactactcc agacagaegg ctttggaatc caccagctac atccagctcc ctgaggcaga 
gttgaga atg gag aga atg tta cct etc ctg ret ctg ggg etc ttg gcg 
Met Glu Arg Met Leu Pro Leu Leu Xaa Leu Gly Leu Leu Ala 
-20 -15 -10 

get ggg ttc tgc cct get gtc etc tgc cac cct aac age cca ctt gac 157 
Ala Gly Phe Cys Pro Ala Val Leu Cys His Pro Asn Ser Pro Leu Asp 

-5 15 
gag gag aat ctg acc cag gag aac caa gac cga ggg aca cac gtg gac 205 
Glu Glu Asn Leu Thr Gin Glu Asn Gin Asp Arg Gly Thr His Val Asp 

10 15 20 

etc gga tta gee tec gec aac gtg gac ttc get ttc age ctg tac aag 253 
Leu Gly Leu Ala Ser Ala Asn Val Asp Phe Ala Phe Ser Leu Tyr Lys 

25 30 35 

cag tta gtc ctg aag gee cct gat aag aat gtc ate ttc tec cca ctg 
Gin Leu Val Leu Lys Ala Pro Asp Lys Asn Val He Phe Ser Pro Leu 
40 45 50 55 

age ate tec acc gec ttg gec ttc ctg tct ctg ggg gee cat aat acc 
Ser He Ser Thr Ala Leu Ala Phe Leu Ser Leu Gly Ala His Asn Thr 

60 65 70 

acc ctg aca gag att etc aaa ggc etc aag ttc aac etc acg gag act 
Thr Leu Thr Glu He Leu Lys Gly Leu Lys Phe Asn Leu Thr Glu Thr 

75 80 85 

tct gag gca gaa att cac cag age ttc cag cac etc ctg cgc acc etc 445 
Ser Glu Ala Glu He His Gin Ser Phe Gin His Leu Leu Arg Thr Leu 



301 



349 



397 



217 



90 95 100 

ran r-t-n rnf aha aaa aaa tac cat qwv 493 



U1 



S3 : 



aat cag tec 


age gat 


gag 


Asn Gin Ser 


Ser Asp 


Glu 


105 






tgt yna aga 


gca act 


caq 


Cys Xaa Arg 


Ala Thr 


Gin 


120 






125 


gag get gta 


tgg c 




Glu Ala Val 






<210> 


282 






<211> 


435 






<212> 


DNA 






<213> 


Homo 


sapiens 




<220> 








<221> 


CDS 






<222> 


160. . 


435 




<221> 


sigj>eptide 




<222> 


160. . 


228 




<223> 


score 


9.1 





110 115 

tct get gga cag gtt cac gga gga tgc caa 

Ser Ala Gly Gin Val His Gly Gly Cys Gin 

130 135 



seq GLLAAGFCPAVLC/HP 



541 



554 



<400> 282 

ccactactcc agacagaegg ctttggaatc caccagctac atccagctcc ctgaggcagg 60 
taatccatga tgttttacat cctgggagcg gaggaatctg tttttccagg akagttttag 120 
gcagcagcct ggagtgtgtg gagtgtgagg gagttgaga atg gag aga atg tta 174 

Met Glu Arg Met Leu 
-20 

s j: cct etc ctg act ctg ggg etc ttg gcg get ggg ttc tgc cct get gtc 
2! Pro Leu Leu Thr Leu Gly Leu Leu Ala Ala Gly Phe Cys Pro Ala Val 
O -15 -10 -5 

O etc tgc cac cct aac age cca ctt gac gag gag aat ctg acc cag gag 
Leu Cys His Pro Asn Ser Pro Leu Asp Glu Glu Asn Leu Thr Gin Glu 

15 10 
aac caa gac cga ggg aca cac gtg gac etc gga tta gec tec gee aac 
Asn Gin Asp Arg Gly Thr His Val Asp Leu Gly Leu Ala Ser Ala Asn 
15 20 25 30 

gtg gac ttc get ttc age ctg tac aag ctg gga gtc cgc etc agg gat 
Val Asp Phe Ala Phe Ser Leu Tyr Lys Leu Gly Val Arg Leu Arg Asp 

35 40 45 

cgt gga gtt ctg ggt aga tgg gaa gec cag ggt gag gaa gag tct gaa 
Arg Gly Val Leu Gly Arg Trp Glu Ala Gin Gly Glu Glu Glu Ser Glu 

50 55 60 

gaa ggg ata cac tgt ggg ggc 
Glu Gly He His Cys Gly Gly 
65 



222 



270 



318 



366 



414 



435 



<210> 283 
<211> 646 
<212> DNA 
<213> Homo sapiens 



218 



0» «> 



<220> 
<221> CDS 
<222> 160. .645 

<221> sig_peptide 
<222> 160. .228 
<223> score 9.1 

seq GLLAAGFC PAVLC / HP 



318 



S J 
fl 1 



366 



<400> 283 

ccactactcc agacagacgg ctttggaatc caccagctac atccagctcc ctgaggcagg 60 
taatccatga tgttttacat cctgggagcg gaggaatctg tttttccagg akagttttag 12 0 
gcagcagcct ggagtgtgtg gagtgtgagg gagttgaga atg gag aga atg tta 174 

Met Glu Arg Met Leu 
-20 

cct etc ctg act ctg ggg etc ttg gcg get ggg ttc tgc cct get gtc 222 
« Pro Leu Leu Thr Leu Gly Leu Leu Ala Ala Gly Phe Cys Pro Ala Val 
% -15 -10 -5 

*f£ etc tgc cac cct aac age cca ctt gac gag gag aat ctg acc cag gag 270 
W l Leu Cys His Pro Asn Ser Pro Leu Asp Glu Glu Asn Leu Thr Gin Glu 
I* 1 5 10 

UJ aac caa gac cga ggg aca cac gtg gac etc gga tta gec tec gee aac 
Ui Asn Gin Asp Arg Gly Thr His Val Asp Leu Gly Leu Ala Ser Ala Asn 
^ 15 20 25 30 

J3 gtg gac ttc get ttc age ctg tac aag cag tta gtc ctg aag gee cct 
Val Asp Phe Ala Phe Ser Leu Tyr Lys Gin Leu Val Leu Lys Ala Pro 

35 40 45 

gat aag aat gtc ate ttc tec cca ctg age ate tec acc gee ttg gee 414 
Asp Lys Asn Val lie Phe Ser Pro Leu Ser He Ser Thr Ala Leu Ala 

50 55 60 

ttc ctg tct ctg ggg gec cat aat acc acc ctg aca gag att etc aaa 
Phe Leu Ser Leu Gly Ala His Asn Thr Thr Leu Thr Glu He Leu Lys 

65 70 75 

ggc etc aag ttc aac etc acg gag act tct gag gca gaa att cac cag 
Gly Leu Lys Phe Asn Leu Thr Glu Thr Ser Glu Ala Glu He His Gin 

80 85 90 

age ttc cag cac etc ctg cgc acc etc aat cag tec age gat gag ctg 558 
Ser Phe Gin His Leu Leu Arg Thr Leu Asn Gin Ser Ser Asp Glu Leu 
95 100 105 HO 

cag ctg rgt atg gga aaa tgc cat gwy tgt yna aga gca act cag tct 606 
Gin Leu Xaa Met Gly Lys Cys His Xaa Cys Xaa Arg Ala Thr Gin Ser 

115 120 125 

get gga cag gtt cac gga gga tgc caa gag get gta tgg c 646 
Ala Gly Gin Val His Gly Gly Cys Gin Glu Ala Val Trp 
130 135 

<210> 284 
<211> 383 
<212> DNA 
<213> Homo sapiens 

<220> 



462 



510 



219 



<221> CDS 
<222> 168. .383 

<221> sigjpeptide 
<222> 168 . .224 
<223> score 9.8 

seq LLILQALLLPSLA/DG 



320 



<400> 284 

acatgaccca aggggagggc tcccgggaca gccctcggag aaactgcatc atcctcacta 60 
atgatccact tcctcctcag ggaataaagg ctcagggacc ggcagttcta ctctagagcc 120 
caccagcctc tcagagcctc cggtgactgg cctgtgtctc cccctgg atg gac atg 176 

Met Asp Met 

tgg acg gcg ctg etc ate ctg caa gec ttg ttg eta ccc tec ctg get 224 
Trp Thr Ala Leu Leu He Leu Gin Ala Leu Leu Leu Pro Ser Leu Ala 

-15 -10 -5 

gat ggt gee ace cct gee ctg cgc ttt gta gee gtg ggt gac tgg gga 272 
Asp Gly Ala Thr Pro Ala Leu Arg Phe Val Ala Val Gly Asp Trp Gly 
15 10 15 

ggg gtc ccc aat gec cca ttc cac acg gee egg gaa atg gee aat gee 
Gly Val Pro Asn Ala Pro Phe His Thr Ala Arg Glu Met Ala Asn Ala 
20 25 30 

^ aag gag ate get egg act gtg cag ate ctg ggt gca gac ttc ate ctg 3 68 

^ Lys Glu He Ala Arg Thr Val Gin He Leu Gly Ala Asp Phe He Leu 
%0 35 40 45 

=U tct eta ggg gac aat 383 
s Ser Leu Gly Asp Asn 

s*? 50 

m 

^ <210> 285 

<211> 440 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 101. .439 

<221> sig_peptide 
<222> 101. .235 
<223> score 6.8 

seq IMVLWAAESVWG/DE 



<400> 285 

agtacctggt ggcatagggc agacacgcct gcagacattc tctgggaaag ggcagcagca 
gccaggtgtg gcagtgacag ggaggtgtga atgaggcagg atg aac tgg aca ggt 

Met Asn Trp Thr Gly 

-45 

ttg tac acc ttg etc agt ggc gtg aac egg cat tct act gee att ggc 
Leu Tyr Thr Leu Leu Ser Gly Val Asn Arg His Ser Thr Ala He Gly 
-40 "35 "30 "25 

cga gta tgg etc teg gtc ate ttc ate ttc aga ate atg gtg ctg gtg 



220 



Arg Val Trp Leu Ser Val 
-20 

gtg get gca gag agt gtg 
Val Ala Ala Glu Ser Val 
-5 

aac aca etc cag cct ggc 
Asn Thr Leu Gin Pro Gly 
10 

ccc ate tec cat gtg egg 
Pro He Ser His Val Arg 
25 30 
ace cca get etc etc gtg 
Thr Pro Ala Leu Leu Val 
45 

gag aag aaa atg eta egg 
Glu Lys Lys Met Leu Arg 
60 



He Phe He Phe Arg He 
-15 

tgg ggt gat gag aaa tct 
Trp Gly Asp Glu Lys Ser 
1 

tgc aac age gtt tgc tat 
Cys Asn Ser Val Cys Tyr 
15 20 
ctg tgg tec ctg cag etc 
Leu Trp Ser Leu Gin Leu 
35 

gee atg cac gtg get cac 
Ala Met His Val Ala His 
50 

ctt gag ggc atg ggg acc 
Leu Glu Gly Met Gly Thr 
65 



Met Val Leu Val 
-10 

tec ttc ate tgc 259 

Ser Phe He Cys 

5 

gac caa ttc ttc 307 
Asp Gin Phe Phe 

ate eta gtt tec 355 
He Leu Val Ser 
40 

cag caa cac ata 403 
Gin Gin His He 
55 

c 440 



tn 

Las- 

u 

. ?~ 



33 



<210> 


286 


<211> 


315 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


143. .313 


<221> 


sig_j?eptide 


<222> 


143. .190 


<223> 


score 3 . 7 




seq WIGAGVIGLSTA/LC 



<400> 286 

gcactccagt ccgggctggc ggacagaggg ctggaaacaa gacgctccag aatcaggagc 
ttcccctcag gaaatagcat cctgtgtccc cgcactgcag ttgtctggtc tctccagcag 
tttggtactt ccggctgctg ca atg cgt gtg gtg gtg att gga gca gga gtc 172 

Met Arg Val Val Val He Gly Ala Gly Val 
-15 -10 
ate ggg ctg tec acc gee etc tgc ate cat gag cgc tac cac tea gtc 
He Gly Leu Ser Thr Ala Leu Cys He His Glu Arg Tyr His Ser Val 

-5 15 10 

ctg cag cca ctg gac ata aag gtc tac gcg gac cgc ttc acc cma etc 
Leu Gin Pro Leu Asp He Lys Val Tyr Ala Asp Arg Phe Thr Xaa Leu 

15 20 25 

acc acc acc gac gtg get gee ggc etc tgg cag ccc tac stt tct ga 315 
Thr Thr Thr Asp Val Ala Ala Gly Leu Trp Gin Pro Tyr Xaa Ser 
30 35 40 



60 
120 



220 



268 



<210> 287 
<211> 402 
<212> DNA 

<213> Homo sapiens 



221 



<220> 
<221> CDS 
<222> 40. .402 

<221> sig_peptide 
<222> 40 . . 105 
<223> score 6.5 

seq SLLFLQLPLLGVG/LN 



246 



<400> 287 

aacagacaga ctacacccag ggaatgaaga gcaagcgcc atg ttg aag cca tea 54 

Met Leu Lys Pro Ser 
-20 

tta cca ttc aca tec etc tta ttc ctg cag ctg ccc ctg ctg gga gtg 102 
Leu Pro Phe Thr Ser Leu Leu Phe Leu Gin Leu Pro Leu Leu Gly Val 

-15 -10 -5 

ggg ctg aac acg aca att ctg acg ccc aat ggg aat gaa gac ace aca 150 
Gly Leu Asn Thr Thr He Leu Thr Pro Asn Gly Asn Glu Asp Thr Thr 
15 10 15 

'H get gat ttc ttc ctg acc act atg ccc act gac tec etc agt gtt tec 198 
^ Ala Asp Phe Phe Leu Thr Thr Met Pro Thr Asp Ser Leu Ser Val Ser 
M* 20 25 30 

yJ act ctg ccc etc cca gag gtt cag tgt ttt gtg ttc aat gtc gag tac 
%P Thr Leu Pro Leu Pro Glu Val Gin Cys Phe Val Phe Asn Val Glu Tyr 
J) 35 40 45 

J atg aat tgc act tgg aac age age tct gag ccc cag cct acc aac etc 2 94 

Met Asn Cys Thr Trp Asn Ser Ser Ser Glu Pro Gin Pro Thr Asn Leu 
50 55 60 

Si act ctg cat tat tgg tac aag aac teg gat aat gat aaa gtc cag aag 
j[H Thr Leu His Tyr Trp Tyr Lys Asn Ser Asp Asn Asp Lys Val Gin Lys 
IU 65 70 75 

tgc age cac tat eta ttc tct gaa gaa ate act tct ggc tgt cag ttg 
0 Cys Ser His Tyr Leu Phe Ser Glu Glu He Thr Ser Gly Cys Gin Leu 
Q 80 85 90 95 

caa aaa aag gag 

Gin Lys Lys Glu 

<210> 288 

<211> 434 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 201. .434 

<221> sig_peptide 
<222> 201. .263 
<223> score 8.6 

seq FTLCLLLSEMASG/GN 



342 



390 



402 



<400> 288 



222 



l~i a 



aaatgacacc aggggttagt gattagaagt tcacccttga ctgtggcacc tcccttcagt 60 
tccgtcgacg aggttgtgca atccaccagt cttataaata cagtgacgct ccagcctctg 120 
gaagcctctg tcagctcagc ctccaaagra gccagcctct ccccagttcc tgaaatcctg 180 
ggtgttgcct gccagtcgcc atg aga act tec tac ctt ctg ctg ttt act etc 233 

Met Arg Thr Ser Tyr Leu Leu Leu Phe Thr Leu 
-20 -15 
tgc tta ctt ttg tct gag atg gec tea ggt ggt aac ttt etc aca ggc 281 
Cys Leu Leu Leu Ser Glu Met Ala Ser Gly Gly Asn Phe Leu Thr Gly 
-10 -5 1 5 

ctt ggc cac aga tct gat cat tac aat tgc gtc age agt gga ggg caa 
Leu Gly His Arg Ser Asp His Tyr Asn Cys Val Ser Ser Gly Gly Gin 

10 15 20 

tgt etc tat tct gee tgc ccg ate ttt acc aaa att caa ggc acc tgt 
Cys Leu Tyr Ser Ala Cys Pro He Phe Thr Lys He Gin Gly Thr Cys 

25 30 35 

tac gag gga agg cca agt get gca agt gag ctg gga gtg acc aga aga 425 
Tyr Glu Gly Arg Pro Ser Ala Ala Ser Glu Leu Gly Val Thr Arg Arg 

40 45 50 

aat gac gca 
Asn Asp Ala 
55 



~ <210> 289 
S* <211> 305 
fi <212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 144 . .305 



<221> sig_peptide 
<222> 144 . .197 
<223> score 7.7 

seq AFLFLLGVLGALT/EM 



329 



377 



434 



<400> 289 

aattgeagge atggaggatt aatcagtgac aggaagctgc gtctctcgga gcggtgacca 
gctgtggtca ggagagcetc ageagggeca gccccaggag tctttcccga ttcttgetea 
ctgctcaccc acctgctgct gec atg agg cac ctt ggg gec ttc etc ttc ctt 173 

Met Arg His Leu Gly Ala Phe Leu Phe Leu 
-15 -10 
ctg ggg gtc ctg ggg gee etc act gag atg tgt gaa ata cca gag atg 
Leu Gly Val Leu Gly Ala Leu Thr Glu Met Cys Glu He Pro Glu Met 

-5 1 5 

gac age cat ctg gta gag aag ttg ggc cag cac etc tta cct tgg atg 
Asp Ser His Leu Val Glu Lys Leu Gly Gin His Leu Leu Pro Trp Met 

10 15 20 

gac egg ctt ten ctg gag cac ttg aac ccc age ate 
Asp Arg Leu Ser Leu Glu His Leu Asn Pro Ser He 
25 30 35 

<210> 290 



60 
120 



221 



269 



305 



223 



<211> 448 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 234 . .446 

<221> sig_peptide 
<222> 234 . .281 
<223> score 7.4 

seq WLLSVSLRRTEA/HL 



egg 


ccc 


gtg 


gtc 


etc 


eta 


agt 


gtg 


age 


ttg 


egg 


Arg 


Pro 


Val 


Val 


Leu 


Leu 


Ser 


Val 


Ser 


Leu 


Arg 


-15 










-10 










-5 


ctg 


cct 


ccc 


tgc 


ctg 


ctt 


cgc 


cct 


gga 


etc 


gtg 


Leu 


Pro 


Pro 


Cys 
5 


Leu 


Leu 


Arg 


Pro 


Gly 
10 


Leu 


Val 


gaa 


ate 


aca 


aca 


gcg 


ctg 


gaa 


ttt 


get 


agt 


ttg 


Glu 


He 


Thr 
20 


Thr 


Ala 


Leu 


Glu 


Phe 
25 


Ala 


Ser 


Leu 


tgg 


ace 


tgc 


gaa 


cca 


tat 


gca 


ttt 


cac 


etc 


aaa 


Trp 


Thr 


Cys 


Glu 


Pro 


Tyr 


Ala 


Phe 


His 


Leu 


Lys 


35 










40 










aaa 


ate 


ttt 


ggg 


tct 


ttc 


ta 










Lys 


He 


Phe 


Gly 


Ser 


Phe 












50 










55 













45 



<210> 291 
<211> 452 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 25. .450 

<221> sigjpeptide 
<222> 25 . .96 
<223> score 5.3 

seq CLPVLAAAGRARG/RA 



<400> 291 

aatcagegag ggattcaegg cgaa atg aga ctg ttc gtg agt gat ggc gtc 

Met Arg Leu Phe Val Ser Asp Gly Val 



60 



<400> 290 

aacgccttcg cccaggggta gttggagcgg tgcaggttcc caggctccag gtactgggcg 
ccttacgagc tgggaggtgg tgcctctcac ccagctaatt gctctctagc ccttggcctt 120 
cacaggtgtt ggtgcctgcc gtgaaegcat tctgacctgg geegtatctg tctcccaaga 
ctttgtgcct atggttgggg acagagtgag gtcgttgcct tgacgacgac age atg 

Met 



180 
236 



egg acc gag gee cac 284 
Arg Thr Glu Ala His 
1 

act gcg tec gca gaa 332 
Thr Ala Ser Ala Glu 
15 

eta ggc age ate ttt 380 
Leu Gly Ser He Phe 
30 

ttt gtt tec aag ttg 428 



448 



51 



224 



147 



-20 

ccg ggt tgc ttg ccg gtg ctg gcc gcc gcc ggg aga gcc egg ggc aga 99 
Pro Gly Cys Leu Pro Val Leu Ala Ala Ala Gly Arg Ala Arg Gly Arg 
-15 -10 -5 1 

gca gag gtg etc ate age act gta ggc ccg gaa gat tgt gtg gtc ccg 
Ala Glu Val Leu He Ser Thr Val Gly Pro Glu Asp Cys Val Val Pro 

5 10 15 

ttc ctg acc egg cct aag gtc cct gtc ttg cag ctg gat age ggc aac 195 
Phe Leu Thr Arg Pro Lys Val Pro Val Leu Gin Leu Asp Ser Gly Asn 

20 25 30 

tac etc ttc tec act agt gca ate tgc cga tat ttt ttt ttg tta tct 243 
Tyr Leu Phe Ser Thr Ser Ala He Cys Arg Tyr Phe Phe Leu Leu Ser 

35 40 45 

ggc tgg gag caa gat gac etc act aac cag tgg ctg gaa tgg gaa gcg 2 91 

Gly Trp Glu Gin Asp Asp Leu Thr Asn Gin Trp Leu Glu Trp Glu Ala 
50 55 60 65 

aca gag ctg cag cca get ttg tct get gcc ctg tac tat tta gtg gtc 33 9 

?■* Thr Glu Leu Gin Pro Ala Leu Ser Ala Ala Leu Tyr Tyr Leu Val Val 
% 70 75 80 

"fZ caa ggc aag aag ggg gaa gat gtt ctt ggt tea rtg egg aga gcc ctg 3 87 

Ui Gin Gly Lys Lys Gly Glu Asp Val Leu Gly Ser Xaa Arg Arg Ala Leu 
I* 85 90 95 

U act cac att gac cac age ttg agt cgt cag act gtc ctt tec tgg ctg 435 
■H Thr His He Asp His Ser Leu Ser Arg Gin Thr Val Leu Ser Trp Leu 
*p 100 105 HO 

ggg aga cag aat etc ta 
s Gly Arg Gin Asn Leu 

r% us 

^ <210> 292 
<211> 391 
4= <212> DNA 

5ac? <213> Homo sapiens 

<220> 
<221> CDS 
<222> 90. .389 

<221> sig_peptide 
<222> 90. .146 
<223> score 5.7 

seq GLLVLTTPLASLA/PR 



452 



<400> 292 

ttctccgtta gtgettcegg gttgeageca gggaagcetc cgcggtggtg caagtggaac 
ccaagccttg aggtttcagc ctgggcagc atg gcc gta ttc egg teg ggt etc 

Met Ala Val Phe Arg Ser Gly Leu 
-15 

ctg gtg ctg acg acg ccg ctg gcc tec eta gcc cct cgc ctg gcc tec 
Leu Val Leu Thr Thr Pro Leu Ala Ser Leu Ala Pro Arg Leu Ala Ser 

-10 -5 1 5 

ate ctg acc teg gcg gcc egg ctg gtg aat cac aca etc tat gtt cac 
He Leu Thr Ser Ala Ala Arg Leu Val Asn His Thr Leu Tyr Val His 



225 



10 

ctg cag ccg ggc atg 
Leu Gin Pro Gly Met 
25 

ccc gtg cag gcc acg 
Pro Val Gin Ala Thr 
40 

get ggc gcc gac gtc 
Ala Gly Ala Asp Val 
55 

aat ate cga acc aag 
Asn He Arg Thr Lys 
70 



age ctg gag ggc 
Ser Leu Glu Gly 
30 

ttt gag gtt ctt 
Phe Glu Val Leu 
45 

cac agg cac ttg 
His Arg His Leu 
60 

age acc ttt etc 
Ser Thr Phe Leu 
75 



15 

ccg get cag ccc cag 
Pro Ala Gin Pro Gin 
35 

gat ttc ate acg cac 
Asp Phe He Thr His 
50 

gac gtc aga ate eta 
Asp Val Arg He Leu 
65 

cct ccc ctg cc 
Pro Pro Leu 
80 



20 

tmc age 2 57 

Xaa Ser 

etc tat 305 
Leu Tyr 

ctg acc 353 
Leu Thr 

391 



<210> 293 
<211> 412 
<212> DNA 

<213> Homo sapiens 

j£ <220> 

in <221> CDS 

<222> 125 . .412 

"i: <221> sig_peptide 

^ <222> 125. .172 

^ <223> score 7.7 

%y seq TLLLSLLGAVGLA/AV 



m <400> 293 rn 
£ acaccgcggg gmccaggagg cacgctggtt ttccggggcc gctccatcgc gccttcctcc 60 
S 2 tgcgcstcgc ttctccggtc cagccgccat cttcctttcc gcacaggggc cgccgagcgg 120 
J ggee atg cag cca acg ctg ctt etc age etc ctg gga gcc gtg ggg ctg 169 
^ Met Gin Pro Thr Leu Leu Leu Ser Leu Leu Gly Ala Val Gly Leu 

O -15 -10 -5 

gcg get gtc aat tec atg cca gtg gat aac agg aac cac aat gaa gga 
Ala Ala Val Asn Ser Met Pro Val Asp Asn Arg Asn His Asn Glu Gly 

15 10 15 

atg gtg act cgc tgc ate att gag gtc etc tea aat gcc ttg teg aag 
Met Val Thr Arg Cys He He Glu Val Leu Ser Asn Ala Leu Ser Lys 

20 25 30 

tec age get cca ccc ate acc cct gag tgc cgc caa gtc ctg aag acg 
Ser Ser Ala Pro Pro He Thr Pro Glu Cys Arg Gin Val Leu Lys Thr 

35 40 45 

agt aga aaa gac gtc aaa gac aaa gag aca act gaa aat gaa aac aca 
Ser Arg Lys Asp Val Lys Asp Lys Glu Thr Thr Glu Asn Glu Asn Thr 

50 55 60 

aag ttt gaa gta aga ttg tta aga gac cca get gat gcc acg gaa gcc 
Lys Phe Glu Val Arg Leu Leu Arg Asp Pro Ala Asp Ala Thr Glu Ala 
65 70 75 

cac 
His 
80 



217 



265 



313 



361 



409 



412 



226 



<210> 294 
<211> 433 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 157. .432 

<221> sig_peptide 
<222> 157 . . 195 
<223> score 3.8 

seq MAHCVTLVQLSIS/CD 



270 



318 



366 



<400> 294 

agagcgggcc gacggcattt tgtgaagcgg cgaaggaggt ggtggctgcg ttgggctccg 60 
ggaagccgtt cgggctgggg ctgtcggccg cggggcggag gcactcgcgc ggggggtaat 12 0 
fl tcggggtctg ggttctggtg ccgcgcrstt tccccg atg gcc cac tgc gtg acc 174 
^ Met Ala His Cys Val Thr 

fi -lo 

^ ttg gtt cag ctg tec att tec tgt gac cat etc att gac aag gac ate 222 
' - Leu Val Gin Leu Ser He Ser Cys Asp His Leu He Asp Lys Asp He 
H: -5 l 5 

^ ggc tec aag tct gac cca etc tgc gtc ctt tta cag gat gtg gga ggg 
Gly Ser Lys Ser Asp Pro Leu Cys Val Leu Leu Gin Asp Val Gly Gly 
m 10 15 20 25 

* ggc age tgg get gag ctt ggc egg act gaa egg gtg egg aac tgc tea 

^ Glv Ser Trp Ala Glu Leu Gly Arg Thr Glu Arg Val Arg Asn Cys Ser 

30 35 40 

age cct gag ttc tec aag act eta cag ctt gag tac cgc ttt gag aca 
Ser Pro Glu Phe Ser Lys Thr Leu Gin Leu Glu Tyr Arg Phe Glu Thr 
2 45 50 55 

2? gtc cag aag eta cgc ttt gga ate tat gac ata gac aac aag acg cca 414 
O Val Gin Lys Leu Arg Phe Gly He Tyr Asp He Asp Asn Lys Thr Pro 
60 65 70 

gag ctg agg gat gat gac t 
Glu Leu Arg Asp Asp Asp 
75 

<210> 295 
<211> 435 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 197. .433 

<221> sigjpeptide 
<222> 197. .241 
<223> score 5.2 

seq WSCLVTGAGGLLG/QR 



433 



227 



60 
120 



yi 



3P= 



<400> 295 

aagggctgag acacaagcca cagagcataa agctccagtc cntcctccag ggatgaggca 
gtaaggactt ggactcctct gtccagcttt taacaatcta agttacgccc tcttctgggt 
cacgctagaa tcagatctgc tctccagcat cttctgtttc ctggcaagtg tttcctgcta 180 
ctttggattg gccacg atg ggc tgg age tgc ctt gtg aca gga gca gga ggg 232 
Met Gly Trp Ser Cys Leu Val Thr Gly Ala Gly Gly 
-15 -10 -5 

ctt ctg ggt cag agg ate gtc cgc ctg ttg gtg gaa gag aag gaa ctg 
Leu Leu Gly Gin Arg He Val Arg Leu Leu Val Glu Glu Lys Glu Leu 

15 10 
aag gag ate agg gee ttg gac aag gee ttc aga cca gaa ttg aga gag 
Lys Glu He Arg Ala Leu Asp Lys Ala Phe Arg Pro Glu Leu Arg Glu 

15 20 25 

gaa ttt tct aag etc cag aac agg acc aag ctg act gta ctt gaa gga 
Glu Phe Ser Lys Leu Gin Asn Arg Thr Lys Leu Thr Val Leu Glu Gly 
30 35 40 45 

gac att ctg gat gag cca ttc ctg aaa aga gsw tgc cag gac gtc teg 
Asp He Leu Asp Glu Pro Phe Leu Lys Arg Xaa Cys Gin Asp Val Ser 
50 55 60 

gtc gtc ate ca 
Val Val He 

<210> 296 
<211> 408 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 11. .406 

<221> sigjpeptide 
<222> 11. .73 
<223> score 13.2 

seq VLLLSLFLLGGQA/QH 



280 



328 



376 



424 



435 



<400> 296 

ttcattacag atg tgc age acc atg agg gec ctg gtg ctt ctg ctg tec 

Met Cys Ser Thr Met Arg Ala Leu Val Leu Leu Leu Ser 
-20 -15 



ctg 


ttc 


ctg 


ctg 


ggt 


ggc 


cag 


gee 


cag 


cat 


gtg 


Leu 


Phe 


Leu 


Leu 
-5 


Gly 


Gly Gin Ala 


Gin 
1 


His 


Val 


tea 


gaa 


ggg 


gca 


ctg 


gac 


gaa 


gcg 


cac 


tgg 


cca 


Ser 


Glu 


Gly 


Ala 


Leu 


Asp 


Glu 


Ala 


His 


Trp 


Pro 




10 










15 










tgt 


ggg 


ggc 


cag 


aga 


cag 


teg 


cct 


ate 


aac 


eta 


Cys 


Gly 


Gly 


Gin 


Arg 


Gin 


Ser 


Pro 


He 


Asn 


Leu 


25 










30 










35 


egg 


tac 


aac 


ccc 


tec 


ttg 


aag 


ggg 


etc 


aat 


atg 


Arg 


Tyr 


Asn 


Pro 


Ser 


Leu 


Lys 


Gly 


Leu 


Asn 


Met 








45 










50 











10 




tct 


gac 


tgg 


acc 


tac 


Ser Asp 


Trp 


Thr 


Tyr 




5 








cag 


cac 


tac 


ccc 


gee 


Gin 


His 


Tyr 


Pro 


Ala 


20 










cag 


agg 


acg 


aag 


gtg 


Gin 


Arg 


Thr 


Lys 


Val 










40 


aca 


ggc 


tat 


gag 


acc 


Thr Gly 


Tyr 


Glu 


Thr 








55 





49 



97 



145 



193 



241 



228 



•• 9 



cag gca ggg gag ttc ccc 
Gin Ala Gly Glu Phe Pro 
60 

age ctg ccc tec acc atg 
Ser Leu Pro Ser Thr Met 
75 

ata gec cag cag atg cac 
He Ala Gin Gin Met His 
90 

age ggc tct gag cac acc 
Ser Gly Ser Glu His Thr 
105 HO 



atg gtc aac aat ggc cac 
Met Val Asn Asn Gly His 
65 

cgc atg aca gtg get gac 
Arg Met Thr Val Ala Asp 
80 

ttt cac tgg gga ggt gcg 
Phe His Trp Gly Gly Ala 
95 100 
gtg ga 
Val 



aca gtg cag ate 289 
Thr Val Gin He 
70 

ggc act gta tac 337 

Gly Thr Val Tyr 

85 

tec teg gag ate 385 
Ser Ser Glu He 

408 



<210> 297 
<211> 385 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 196. .384 



: s <221> sig_peptide 

^! <222> 196. .255 

^ <223> score 5.1 

*S seq FILLWSAVGIAKA/AK 



<400> 297 

aaascatkgc tatcaactgy gaacccagag agncctcctt agccaacacg ctaactccga 
agcctccctt acgcccccga accaccgaag cggcgacacc tgattcagcg cacaaacaca 
ggtcccttct gtcceggata caattacgeg gcagacacac actcagactc gegeggggea 
gecaagagae gagct atg aag tct tac act cca tat ttc att etc ctg tgg 
Met Lys Ser Tyr Thr Pro Tyr Phe He Leu Leu Trp 
-20 -15 -10 

agt get gtt ggg ata gcg aag get gee aaa ate ate ate gtg ccg cca 279 
Ser Ala Val Gly He Ala Lys Ala Ala Lys He He He Val Pro Pro 

-5 1 5 

att atg ttt gaa age cat atg tac att ttc aag acg eta gee tea gee 327 
He Met Phe Glu Ser His Met Tyr He Phe Lys Thr Leu Ala Ser Ala 

10 15 20 

ttg cac gag aga ggc cac cat aca gtg ttc etc etc tct gaa ggc aga 375 
Leu His Glu Arg Gly His His Thr Val Phe Leu Leu Ser Glu Gly Arg 
25 30 35 40 

gac ate gee c 
Asp He Ala 



60 
120 
180 
231 



385 



<210> 298 
<211> 322 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 



229 



<222> 72 . .320 

<221> sig_peptide 
<222> 72 . .134 
<223> score 7.6 

seq LTPLLCVLHGACP/RA 



<400> 298 

acttcttatt tctcgtcctg tctctttgca aagtatgggc ttttttgttt ttgtttttta 
agggaaacga a atg gaa ttc gaa ggg acc ttt tea eta acc cca ctt ctg 
Met Glu Phe Glu Gly Thr Phe Ser Leu Thr Pro Leu Leu 
-20 -15 -10 

tgt gtt ctg cat ggc gec tgc ccc agg gca tct gec aac tec agt ate 
Cys Val Leu His Gly Ala Cys Pro Arg Ala Ser Ala Asn Ser Ser He 

-5 1 5 

age tct cac agt gta ctt ggt acc ate cct ggg etc tgc tgg cga gac 
Ser Ser His Ser Val Leu Gly Thr He Pro Gly Leu Cys Trp Arg Asp 
10 15 20 

*t gaa aca get gta gag atg aaa aca ggc tgc aga ggc tgg cac age tgg 
^ Glu Thr Ala Val Glu Met Lys Thr Gly Cys Arg Gly Trp His Ser Trp 
01 25 30 35 40 

H ccg get ttt etc cat ctg ggg aac art cct act cca aga aca ctg cac 
Ul Pro Ala Phe Leu His Leu Gly Asn Xaa Pro Thr Pro Arg Thr Leu His 
uft 45 50 55 

u3 acc a 9 c tcc tca cac aga tc 
■~n Thr Ser Ser Ser His Arg 
60 



<210> 


299 


<211> 


426 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


66. .425 


<221> 


sig_peptide 


<222> 


66. .122 


<223> 


score 7.6 




seq LPVLLVPFLLCQA/LV 



60 
110 



158 



206 



254 



302 



322 



<400> 299 

attaattgtt cggcgatcgc tggctgeegg gacttttctc gcgctggtct cttcggtggt 
caggg atg gcg egg aag teg aac ttg cct gtg ctt etc gtg ccg ttt ctg 
Met Ala Arg Lys Ser Asn Leu Pro Val Leu Leu Val Pro Phe Leu 
-15 -10 "5 

etc tgc cag gec eta gtg cgc tgc tcc age cct ctg ccc ctg gtc gtc 
Leu Cys Gin Ala Leu Val Arg Cys Ser Ser Pro Leu Pro Leu Val Val 

1 5 10 

aac act tgg ccc ttt aag aat gca acc gaa gca gcg tgg agg gca tta 
Asn Thr Trp Pro Phe Lys Asn Ala Thr Glu Ala Ala Trp Arg Ala Leu 



60 
110 



158 



206 



230 



15 

gca tct gga ggc tct gcc 
Ala Ser Gly Gly Ser Ala 
30 

tgt gag aga gag cag tgt 
Cys Glu Arg Glu Gin Cys 
45 50 
gat gaa ctt gga gaa acc 
Asp Glu Leu Gly Glu Thr 
65 

act atg gat gta gga gca 
Thr Met Asp Val Gly Ala 
80 

att ggt gtg gca egg aaa 
lie Gly Val Ala Arg Lys 
95 



20 

ctg gat gca gtg gag age 
Leu Asp Ala Val Glu Ser 
35 40 
gac ggc tct gta ggc ttt 
Asp Gly Ser Val Gly Phe 
55 

aca eta gat gcc atg ate 
Thr Leu Asp Ala Met lie 
70 

gta gga gat etc aga cga 
Val Gly Asp Leu Arg Arg 
85 

gta ctg gaa c 
Val Leu Glu 
100 



25 

ggc tgt gcc atg 2 54 

Gly Cys Ala Met 

gga gga agt cct 302 
Gly Gly Ser Pro 
60 

atg gat ggc act 350 
Met Asp Gly Thr 
75 

atk aaa aat get 3 98 

Xaa Lys Asn Ala 
90 

426 





<210> 


300 




<211> 


237 


w 


<212> 


DNA 


W\ 


<213> 


Homo sapiens 


ssss 


<220> 




y 


<221> 


CDS 


y§ 


<222> 


78. .236 










<221> 


sig_peptide 




<222> 


78. .170 




<223> 


score 4.5 


sa : 




seq LL S L P S WAS LAY S / YL 



<400> 300 

tgcctagggt tgcccgctgt ggcctgctcc cagggagcaa cagagaggee accaagcaga 
ggcccgtggg gctgagg atg gag ccg ccc cca gcc gac tec aag ccc gca 110 

Met Glu Pro Pro Pro Ala Asp Ser Lys Pro Ala 
-30 -25 
gag ggc aga cgc cac cct gga ctg etc tec ctg ccc age tgg gcc tct 
Glu Gly Arg Arg His Pro Gly Leu Leu Ser Leu Pro Ser Trp Ala Ser 
-20 -15 -10 "5 

ctg gcc tat tec tac ctt cca ggc cca ctg cac tec tgt ctg gga ggc 
Leu Ala Tyr Ser Tyr Leu Pro Gly Pro Leu His Ser Cys Leu Gly Gly 

15 10 
cct tat gag ggc age cca gcc ccc gca ccc a 
Pro Tyr Glu Gly Ser Pro Ala Pro Ala Pro 
15 20 



60 



158 



206 



237 



<210> 301 
<211> 394 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 



231 



<222> 166. .393 

<221> sig_peptide 
<222> 166. .282 
<223> score 4.8 

seq IILFSAIVGFIYG/YV 



<400> 301 

gtcggagmyt ccgcttccgg ggccgccgcc atcgctctcc cgggcttaga aggcccggct 60 
actgacgcgc agtgccagac cttacccctc acggtcctta agtctcggtc gccctcgcct 120 
cgcagcctgc cacccgcgct cagctgcccg cctcctcagc cagcc atg ctg gag cat 177 

Met Leu Glu His 

ctg age teg ctg ccc acg cag atg gat tac aag ggc cag aag eta get 22 5 

Leu Ser Ser Leu Pro Thr Gin Met Asp Tyr Lys Gly Gin Lys Leu Ala 

-35 -30 -25 -20 

gaa cag atg ttt cag gga att att ctt ttt tct gca ata gtt gga ttt 273 

Glu Gin Met Phe Gin Gly He He Leu Phe Ser Ala He Val Gly Phe 

n -15 " 10 * 5 

% ate tac ggg tac gtg get gaa cag ttc ggg tgg act gtc tat ata gtt 321 

^ He Tyr Gly Tyr Val Ala Glu Gin Phe Gly Trp Thr Val Tyr He Val 

yl 1 5 10 

^ atg gec gga ttt get ttt tea tgt ttg ctg aca ctt cct cca tgg ccc 

UJ Met Ala Gly Phe Ala Phe Ser Cys Leu Leu Thr Leu Pro Pro Trp Pro 

*0 15 20 25 

%£j ate 'tat ere egg cat cct etc aag t 

%H He Tyr Xaa Arg His Pro Leu Lys 

30 35 



iU 



<210> 302 
<211> 359 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 22 . .357 

<221> sig__peptide 
<222> 22 . .144 
<223> score 4.3 

seq RWSWLFSIWFG/SI 



369 



394 



<400> 302 

aaccgcgcgg gtgcagccac g atg gaa 

Met Glu 
-40 

gee ggg ggc gee ttc gac ccc tac 
Ala Gly Gly Ala Phe Asp Pro Tyr 

-30 -25 
ate ctg cgc gtc gtg tct tgg ctg 
He Leu Arg Val Val Ser Trp Leu 
-15 -10 



ggg ggt gcg tac gga gcg ggc aaa 
Gly Gly Ala Tyr Gly Ala Gly Lys 
-35 

ace ctg gtc egg cag ccg cac ace 
Thr Leu Val Arg Gin Pro His Thr 
-20 

ttc tec ata gtg gtg ttc ggc tec 
Phe Ser He Val Val Phe Gly Ser 
-5 1 



232 



ate gtg aac gag ggc tac etc aac age gee tec gag ggg gag gag ttc 195 
He Val Asn Glu Gly Tyr Leu Asn Ser Ala Ser Glu Gly Glu Glu Phe 

5 10 15 

tgc ate tac aac cgc aac ccc aac gec tgc age tat ggc gtg gec gtg 
Cys He Tyr Asn Arg Asn Pro Asn Ala Cys Ser Tyr Gly Val Ala Val 

20 25 3° 

ggc gtg etc gee ttc etc ace tgc ctg ctg tac ctg gec ctg gac gtg 
Gly Val Leu Ala Phe Leu Thr Cys Leu Leu- Tyr Leu Ala Leu Asp Val 

35 40 45 

tac ttc ccg cag ate age age gtc aag gac cgc aag aaa gee gtc ctg 
Tyr Phe Pro Gin He Ser Ser Val Lys Asp Arg Lys Lys Ala Val Leu 
50 55 60 65 

tec gac ate ggt gtc teg gc 
Ser Asp He Gly Val Ser 
70 



<210> 


303 


<211> 


310 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


105. .308 


<221> 


sig_peptide 


<222> 


105. .149 


<223> 


score 7 




seq LLFLLPLVMQGVS/RA 



^ <400> 303 

acacagaccc cggtgacgga agtgacgtaa ggcegggget ggagggcagc gctgggctgg 

O tcccgcagcg ctcggggttg gagecagega cegteggtag cage atg get etc etc 
r% 333 Met Ala Leu Leu 

-15 

ttt etc eta ccc ctt gtc atg cag ggt gtg age agg get gag atg ggc 
Phe Leu Leu Pro Leu Val Met Gin Gly Val Ser Arg Ala Glu Met Gly 

-10 -5 1 5 

acc gcg gat ctg ggg ccg tec tea gtg cct aca cca act aat gtt aca 
Thr Ala Asp Leu Gly Pro Ser Ser Val Pro Thr Pro Thr Asn Val Thr 

10 15 20 

att gaa tec tat aac atg aac cct ate gta tat tgg gag tac cag ate 
He Glu Ser Tyr Asn Met Asn Pro He Val Tyr Trp Glu Tyr Gin He 

25 30 35 

atg cca cag gtc cct gtt ttt acc gta gag gta aag aac tat ggt gtt 
Met Pro Gin Val Pro Val Phe Thr Val Glu Val Lys Asn Tyr Gly Val 
40 45 50 

aa 

<210> 304 
<211> 250 
<212> DNA 

<213> Homo sapiens 



243 



291 



339 



359 



60 
116 



164 



212 



260 



308 



310 



233 



<220> 
<221> CDS 
<222> 46. .249 

<221> sigjoeptide 
<222> 46. .144 
<223> score 11.5 

seq LLSLCCLLPSCLP/AG 



<400> 304 

gagtgcgagc tgaaagmwgc tggagagtga gcagccctag caggg atg gac atg atg 57 

Met Asp Met Met 
-30 

ctg ttg gtg cag ggt get tgt tgc teg aac cag tgg ctg gcg gcg gtg 105 
Leu Leu Val Gin Gly Ala Cys Cys Ser Asn Gin Trp Leu Ala Ala Val 
-25 -20 -15 

€3 etc etc age ctg tgc tgc ctg eta ccc tec tgc etc ccg get gga cag 153 
m Leu Leu Ser Leu Cys Cys Leu Leu Pro Ser Cys Leu Pro Ala Gly Gin 

m -io -5 i 

L* agt gtg gac ttc ccc tgg gcg gec gtg gac aac atg atg gtc aga aaa 

s.« Ser Val Asp Phe Pro Trp Ala Ala Val Asp Asn Met Met Val Arg Lys 
% 5 10 15 

Ik ggg gac acg gcg gtg ctt agg tgt tat ttg gaa gat gga get tea aag g 

Gly Asp Thr Ala Val Leu Arg Cys Tyr Leu Glu Asp Gly Ala Ser Lys 

\B 20 25 30 35 

<210> 305 



<211> 397 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 151. .396 

<221> sigjpeptide 
<222> 151. .291 
<223> score 6.8 

seq PLGLLRLLQLVST/CV 



201 



250 



<400> 305 

tcagaccctt ccagctgccg ctgtcgtctt tgcttcagcc gcagtcgcca ctggctgcct 
gaggtgetet tacagectgt tccaagtgtg gcttaatccg tctccaccac cagatctttc 
tccgtggatt cctctgctaa gaccgctgcc atg cca gtg acg gta acc cgc ace 

Met Pro Val Thr Val Thr Arg Thr 
-45 -40 
acc ate aca acc acc acg acg tea tct teg ggc ctg ggg tec ccc atg 
Thr lie Thr Thr Thr Thr Thr Ser Ser Ser Gly Leu Gly Ser Pro Met 

-35 -30 -25 

ate gtg ggg tec cct egg gec ctg aca cag ccc ctg ggt etc ctt cgc 
He Val Gly Ser Pro Arg Ala Leu Thr Gin Pro Leu Gly Leu Leu Arg 



234 



-20 

ctg ctg cag ctg gtg tct acc tgc 
Leu Leu Gin Leu Val Ser Thr Cys 

-5 1 
gtg ggc gcc tgg acg ggg tec atg 
Val Gly Ala Trp Thr Gly Ser Met 
10 15 
tgc ttc tgc ttc ten gtg acc ctg 
Cys Phe Cys Phe Ser Val Thr Leu 
30 



-15 -10 
gtg gcc ttc teg ctg gtg get age 
Val Ala Phe Ser Leu Val Ala Ser 
5 

ggc aac tgg tec atg ttc acc tgg 
Gly Asn Trp Ser Met Phe Thr Trp 

20 25 
ate ate c 
He He 
35 



<210> 306 
<211> 299 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 83 . .298 

<221> sig_peptide 
<222> 83 . . 127 
<223> score 11.7 

seq SLVLLLCLAQLWG/CH 



*0 <400> 306 



ctacctttcc cagcagagca cctgggttgg tcccgaagcc tccaaccacc tgcacgcctg 60 
ccagggcctc tctggggcag cc atg aag tec etc gtc ctg etc ctt tgt ctt 112 

Met Lys Ser Leu Val Leu Leu Leu Cys Leu 
-15 -10 
get cag etc tgg ggc tgc cac tea gcc cca cat ggc cca ggg ctg att 
Ala Gin Leu Trp Gly Cys His Ser Ala Pro His Gly Pro Gly Leu He 
-5 1 5 10 

tat aga caa ccg aac tgc gat gat cca gaa act gag gaa gca get ctg 
Tvr Arq Gin Pro Asn Cys Asp Asp Pro Glu Thr Glu Glu Ala Ala Leu 

15 20 25 

gtg get ata gac tac ate aat caa aac ctt cct tgg gga tac aaa cac 
Val Ala He Asp Tyr He Asn Gin Asn Leu Pro Trp Gly Tyr Lys His 

30 35 40 

acc ttg aac cag att gat gaa gta aag gtg tgg cct cag cag c 
Thr Leu Asn Gin He Asp Glu Val Lys Val Trp Pro Gin Gin 
45 50 55 



160 



208 



256 



299 



<210> 307 
<211> 414 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 208. .414 

<221> sig_j>eptide 



235 



<222> 208. .264 
<223> score 5.4 

seq LSHLLPSLRQVIQ/EP 



<400> 307 

tgtttgattg gtgtgcctga aagtgaaggg gagaatgaaa acatctgcca gctccgccga 
cccggccccc gcggccctcc cagctcggct ccggctcagt ggacaggaac cactgaagtt 
tgcctgacac catcaaccag gccctagtca cctggctttg cctttgccct gctgtgtgat 
cttagctccc tgcccaggcc cacagcc atg gcc atg gcc cag aaa etc age cac 

Met Ala Met Ala Gin Lys Leu Ser His 
-15 

etc ctg ccg agt ctg egg cag gtc ate cag gag cct cag eta tct ctg 
Leu Leu Pro Ser Leu Arg Gin Val He Gin Glu Pro Gin Leu Ser Leu 
-10 -5 1 5 

cag cca gag myg gtc ttc acg gtg gat cga get gag gtg ccg ccg etc 
Gin Pro Glu Xaa Val Phe Thr Val Asp Arg Ala Glu Val Pro Pro Leu 

10 15 20 

ttc tgg aag ccg tac ate tat gcg ggc tarn egg ccg ctg cat cag acc 
% Phe Trp Lys Pro Tyr He Tyr Ala Gly Xaa Arg Pro Leu His Gin Thr 
% 25 30 35 

tgg cgc ttc tat ttc cgc acg ctg ttc cag cag cac 
Trp Arg Phe Tyr Phe Arg Thr Leu Phe Gin Gin His 

1*1 40 45 50 

. H 

%0 <210> 308 

=fi <211> 279 

s <212> DNA 

Q <213> Homo sapiens 

= u 

ifs <220> 

l 't <221> CDS 

% <222> 30. .278 

O <221> sig_peptide 
<222> 30. .98 
<223> score 7.9 

seq LGLWSLCWSLAIA/TP 



60 
120 
180 
234 



282 



330 



378 



414 



<400> 308 

qagctgtcct gtggcctctg cagctcagc atg get agg gta ctg gga gca 

Met Ala Arg Val Leu Gly Ala Pro 
-20 

gtt gca ctg ggg ttg tgg age eta tgc tgg tct ctg gcc att gcc 
Val Ala Leu Gly Leu Trp Ser Leu Cys Trp Ser Leu Ala He Ala 
-15 -10 ' 5 1 

cct ctt cct ccg act agt gcc cat ggg aat gtt get gaa ggc gag acc 149 
Pro Leu Pro Pro Thr Ser Ala His Gly Asn Val Ala Glu Gly Glu Thr 

5 10 15 

aag cca gac cca gac gtg act gaa cgc tgc tea gat ggc tgg age ttt 
Lys Pro Asp Pro Asp Val Thr Glu Arg Cys Ser Asp Gly Trp Ser Phe 

20 25 30 

gat get acc acc ctg gat gac aat gga acc atg ctg ttt ttt aaa ggg 245 



ccc 53 



acc 101 
Thr 



197 



236 



Asp Ala Thr Thr Leu Asp Asp Asn 

35 40 
gag tkt gtg tgg aag agt cac aaa 
Glu Xaa Val Trp Lys Ser His Lys 
50 55 



Gly Thr Met Leu Phe Phe Lys Gly 
45 

tgg gac egg g 
Trp Asp Arg 
60 



<210> 309 
<211> 303 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 54. .302 



y] 



<221> sig_j>eptide 
<222> 54 . . 110 
<223> score 7.6 

seq FALFSCLFGICDA/VT 



152 



<400> 309 

aatttattcc actgggatag aageggcagg agcagcgttg gcaccggcga acc atg 
y Met 
a get ggg att ttc tat ttc gec eta ttt teg tgt etc ttc ggg att tgc 104 
*Q Ala Gly He Phe Tyr Phe Ala Leu Phe Ser Cys Leu Phe Gly He Cys 
-15 -10 " 5 

gac get gtc aca ggt tec agg gta tac ccc gcg aat gaa gtt acc tta 
« Asp Ala Val Thr Gly Ser Arg Val Tyr Pro Ala Asn Glu Val Thr Leu 
S 1 5 10 

ttg gat tec aga tct gtt cag gga gaa ctt ggg tgg ata gca age cct 200 
^ Leu Asp Ser Arg Ser Val Gin Gly Glu Leu Gly Trp He Ala Ser Pro 
-P is 20 25 30 

O ctg gaa gga ggg tgg gag gaa gtg agt ate atg gat gaa aaa aat aca 248 
O Leu Glu Gly Gly Trp Glu Glu Val Ser He Met Asp Glu Lys Asn Thr 

35 40 45 

cca ate cga acc tac ctg ggg ggt tgt tgc ttt gag gga agt tac get 2 96 

Pro He Arg Thr Tyr Leu Gly Gly Cys Cys Phe Glu Gly Ser Tyr Ala 
50 55 60 



tat ttt t 
Tyr Phe 



303 



<210> 310 
<211> 417 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 149. .415 

<221> sig_peptide 
<222> 149. .265 
<223> score 11.6 



237 



seq GLLLLQAVSWASG/AR 



<400> 310 

atcgggmagc cggaattact tgcagggcta acctagtgcc tatagctaag gcaggtacct 
gcatccttgt ttttgtttag tggatcctct atccttcaga gactctggaa cccctgtggt 120 
cttctcttca tctaatgacc ctgagggg atg gag ttt tea agt cct tec aga 

Met Glu Phe Ser Ser Pro Ser Arg 
-35 



*S 50 



Q <210> 311 

fjj <211> 246 

^ <212> DNA 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 42. .245 

<221> sig_peptide 
<222> 42 . . 152 
<223> score 5 

seq PACLSPSPHLSSA/AN 



60 
20 
172 



220 



gag gaa tgt ccc aag cct ttg agt agg gta age ate atg get ggc age 
Glu Glu Cys Pro Lys Pro Leu Ser Arg Val Ser He Met Ala Gly Ser 

-30 -25 -20 

etc aca gga ttg ctt eta ctt cag gca gtg teg tgg gca tea ggt gee 
Leu Thr Gly Leu Leu Leu Leu Gin Ala Val Ser Trp Ala Ser Gly Ala 
-15 -10 " 5 1 

cgc ccc tgc ate cct aaa age ttc ggc tac age teg gtg gtg tgt gtc 
Arg Pro Cys He Pro Lys Ser Phe Gly Tyr Ser Ser Val Val Cys Val 
5 10 15 

n tgc aat gee aca tac tgt gac tec ttt gac ccc ccg ace ttt cct gee 
* Cys Asn Ala Thr Tyr Cys Asp Ser Phe Asp Pro Pro Thr Phe Pro Ala 
H 20 25 30 

^ ctt ggt ace ttc age cgc tat gag agt aca cgc agt ggc gac gga tgg 412 
?*. Leu Gly Thr Phe Ser Arg Tyr Glu Ser Thr Arg Ser Gly Asp Gly Trp 
W 35 40 45 

M3 age tg 
*y Ser 



268 



316 



364 



417 



<400> 311 

aagectgact tcagcgctcc cactctcggc cgacacccct c atg gee aac cgt tac 56 

Met Ala Asn Arg Tyr 
-35 

ace atg gat ctg act gee ate tac gag gtg agt ccc cgc cgc acg gca 104 
Thr Met Asp Leu Thr Ala He Tyr Glu Val Ser Pro Arg Arg Thr Ala 

-30 -25 "20 

tec ccg gta cct gca tgc ctg agt ccg agt ccc cac cty tct age gee 152 
Ser Pro Val Pro Ala Cys Leu Ser Pro Ser Pro His Leu Ser Ser Ala 

-10 -5 



-15 



gca aac tec age ccg gga cgc ttg cct ccc ttc tec aac tgg ggc tec 



200 



238 



Ala Asn Ser Ser Pro Gly Arg Leu 
1 5 
eta gcg ccg cgc cct cca gec tgg 
Leu Ala Pro Arg Pro Pro Ala Trp 
20 

<210> 312 
<211> 441 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 34 . .441 

<221> sig__peptide 
<222> 34 . . 84 
<223> score 8.7 

seq RLVCAFLLAACCC/CP 



Pro Pro Phe Ser Asn Trp Gly Ser 

10 15 
ggc ccc tgc etc ccg etc aga c 
Gly Pro Cys Leu Pro Leu Arg 
25 30 



<400> 312 

actcacttgg ctctcgccct ccggccggga age atg ggg ctt ccc agg ctg gtc 

Met Gly Leu Pro Arg Leu Val 
-15 

tgc gec ttc ttg etc gee gee tgc tgc tgc tgt cct cgc gtc gcg ggt 
Cys Ala Phe Leu Leu Ala Ala Cys Cys Cys Cys Pro Arg Val Ala Gly 
-10 -5 1 5 

gtg ccc gga gag get gag cag cct gcg cct gag ctg gtg gag gtg gaa 
Val Pro Gly Glu Ala Glu Gin Pro Ala Pro Glu Leu Val Glu Val Glu 

10 15 20 

gtg ggc age aca gee ctt ctg aag tgc ggc etc tec cag tec caa ggc 
Val Gly Ser Thr Ala Leu Leu Lys Cys Gly Leu Ser Gin Ser Gin Gly 

25 30 35 

aac etc age cat gtc gac tgg ttt tct gtc cac aag gag aag egg acg 
Asn Leu Ser His Val Asp Trp Phe Ser Val His Lys Glu Lys Arg Thr 

40 45 50 

etc ate ttc cgt gtg cgc cag ggc cag ggc cag age gaa cct ggg gag 
Leu He Phe Arg Val Arg Gin Gly Gin Gly Gin Ser Glu Pro Gly Glu 
55 60 65 70 

tac gag cag egg etc age etc cag gac aga ggg get act ctg gec ctg 
Tyr Glu Gin Arg Leu Ser Leu Gin Asp Arg Gly Ala Thr Leu Ala Leu 

75 80 85 

act caa gtc acc ccc caa gac gag cgc ate ttc ttg tgc ang tnr naa 
Thr Gin Val Thr Pro Gin Asp Glu Arg He Phe Leu Cys Xaa Xaa Xaa 

90 95 100 

gcg ccc teg gtc cca gga gta ccg cat cca get ccg cgt eta caa age 
Ala Pro Ser Val Pro Gly Val Pro His Pro Ala Pro Arg Leu Gin Ser 
105 HO H5 

tec 
Ser 

<210> 313 
<211> 185 



54 



102 



150 



198 



246 



2 94 



342 



390 



438 



441 



239 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 9. .185 

<221> sig_peptide 
<222> 9. .71 
<223> score 4 

seq AACTAAAPLQAHG/AD 



50 



98 



<400> 313 

agtgatgg atg atg aga acg aca gcg aga gtc get gcg tgt act get gca 
Met Met Arg Thr Thr Ala Arg Val Ala Ala Cys Thr Ala Ala 
-20 -15 " 10 

gec cca ttg caa gec cac ggt gca gac att cag cag gat cca gac age 
Ala Pro Leu Gin Ala His Gly Ala Asp He Gin Gin Asp Pro Asp Ser 

-5 1 5 

etc tgc tct aga agg etc age aga gaa gga ctt tct gca rgg cga mtg 146 
Leu Cys Ser Arg Arg Leu Ser Arg Glu Gly Leu Ser Ala Xaa Arg Xaa 

10 15 20 " 

cac caa age gaa aca gaa get gaa ctg gaa gec ccg ggt 185 

His Gin Ser Glu Thr Glu Ala Glu Leu Glu Ala Pro Gly 

30 35 

<210> 314 
<211> 455 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 87 . .455 

<221> sigjpeptide 
<222> 87. .146 
<223> score 3.5 

seq IVLGTGLTECILS/GI 



60 
113 



<400> 314 

atctttggtc cagtgcggtg geggeggega ctgctgcggt gaaggaggag gaggagcega 
gcgggcgctg gcaccgaggc ctgacc atg gac gag gaa tac gat gtg ate gtg 

Met Asp Glu Glu Tyr Asp Val He Val 

-20 -15 
ctg ggg ace ggt etc acc gaa tgc ate ctg teg ggc ate atg tct gtg 161 
Leu Gly Thr Gly Leu Thr Glu Cys He Leu Ser Gly He Met Ser Val 

-10 -5 1 5 

aac ggg aag aag gtg ctg cac atg gac egg aac ccc tac tac ggg ggc 209 
Asn Gly Lys Lys Val Leu His Met Asp Arg Asn Pro Tyr Tyr Gly Gly 

10 15 20 

gag age tec tec ate aca ccc ctg gag gag ctg tat aag cgt ttt cag 257 



240 



Glu Ser Ser Ser lie Thr 
25 

ttg ctg gag ggg ccc cct 
Leu Leu Glu Gly Pro Pro 
40 

gtt gac ctg att ccc aaa 
Val Asp Leu lie Pro Lys 
55 

atg eta ctg tat aca gag 
Met Leu Leu Tyr Thr Glu 
70 75 
gag ggc age ttt gtc tac 
Glu Gly Ser Phe Val Tyr 
90 

act gag 
Thr Glu 



Pro Leu Glu Glu Leu Tyr 
30 

gag teg atg ggc cga ggc 
Glu Ser Met Gly Arg Gly 
45 

ttc etc atg get aac ggg 
Phe Leu Met Ala Asn Gly 
60 65 
gtg act cgc tac ctg gac 
Val Thr Arg Tyr Leu Asp 
80 

aag ggg ggc aag ate tac 
Lys Gly Gly Lys He Tyr 
95 



Lys Arg Phe Gin 
35 

cga gac tgg aat 305 

Arg Asp Trp Asn 

50 

cag ctg gta aag 353 
Gin Leu Val Lys 

ttc aag gtg gtg 401 
Phe Lys Val Val 
85 

aaa gtg ccg tec 44 9 

Lys Val Pro Ser 
100 

455 



S - 



. ft 



ass 



<210> 


315 


<211> 


278 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


105 . .278 


<221> 


sig_peptide 


<222> 


105. .179 


<223> 


score 12.2 




seq LLTACALLPFAQG/QT 



164 



O <400> 315 

O atetggeget gattatcctg ctgctgccgc caccgctgct gctgctctgc aaaattcagc 60 
tgctgcctct gtcttgagga ccccagcgcc tttcccccgg ggee atg ctg cct gca 116 

Met Leu Pro Ala 
-25 

gec aca gec tec etc ctg ggg ccc etc etc act gec tgc gee ctg ctg 
Ala Thr Ala Ser Leu Leu Gly Pro Leu Leu Thr Ala Cys Ala Leu Leu 

-20 -15 -10 

cct ttt gec cag ggc cag ace ccc aac tac ace aga ccc gtg ttc ctg 212 
Pro Phe Ala Gin Gly Gin Thr Pro Asn Tyr Thr Arg Pro Val Phe Leu 
-5 1 5 10 

tgc gga ggg gat gtg aag ggg gaa tea ggt tac gtg gca agt gag ggs 260 
Cys Gly Gly Asp Val Lys Gly Glu Ser Gly Tyr Val Ala Ser Glu Gly 

15 20 25 

ttc ccc aac etc tac ccc 
Phe Pro Asn Leu Tyr Pro 
30 



278 



<210> 316 
<211> 207 
<212> DNA 
<213> Homo sapiens 



241 



<220> 
<221> CDS 
<222> 12 . .206 

<221> sig_peptide 
<222> 12. .140 
<223> score 4.1 

seq VLITQLCLGKGQS/EP 



50 



98 



<400> 316 

tcaatccttg a atg etc tgg gag act gat ttg agt acc aat aaa act cca 
Met Leu Trp Glu Thr Asp Leu Ser Thr Asn Lys Thr Pro 
-40 -35 
gtc tec tgc aca get ggc tct gcg tgt get ctt tct eta ttg caa ttc 
Val Ser Cys Thr Ala Gly Ser Ala Cys Ala Leu Ser Leu Leu Gin Phe 
-30 -25 -20 -15 

m cct gtc ttg ata act cag etc tgt eta ggc aaa ggg caa agt gaa ccc 146 
^ Pro Val Leu He Thr Gin Leu Cys Leu Gly Lys Gly Gin Ser Glu Pro 
% -10 -5 1 

*f! att ggg cca tta caa gat ttt gtg tct ttg gaa age act tea cat ttt 194 
^ He Gly Pro Leu Gin Asp Phe Val Ser Leu Glu Ser Thr Ser His Phe 
UJ 5 10 15 

tat tct ttt ttt t 207 
Tyr Ser Phe Phe 
*S 20 



<210> 


317 


<211> 


391 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


149. .391 


<221> 


sig_peptide 


<222> 


149. .196 


<223> 


score 6 




seq LTALPLFWIMISA/SR 



<400> 317 

ctagaccctg gaaggcaggg gaetgegage tgggctggcg gasagaggtg cagaagcaac 60 
tgagtccaag ttgtctggcg gcttcaggtg gacccagaag acgtccccaa ctcagggaga 120 
ttcagegate actcactcgc tgtacaga atg ata ttc etc acg gca ctg cct 172 

Met He Phe Leu Thr Ala Leu Pro 
-15 -10 
ctg ttc tgg att atg att tea gee tec cga ggg ggt cac tgg ggt gee 220 
Leu Phe Trp He Met He Ser Ala Ser Arg Gly Gly His Trp Gly Ala 

-5 15 
tgg atg ccc teg tec ate teg gee ttc gaa ggc acg tgc gtc tec ate 268 
Trp Met Pro Ser Ser He Ser Ala Phe Glu Gly Thr Cys Val Ser He 



242 





^ s 



10 15 20 

ccc tgc cgc ttt gac ttc ccg gat gag ctg egg ccc get gtg gtg cat 316 
Pro Cys Arg Phe Asp Phe Pro Asp Glu Leu Arg Pro Ala Val Val His 
25 30 35 40 

ggt gtc tgg tac ttc aat age ccc tac ccc aag aac tac ccc ccg gtg 
Gly Val Trp Tyr Phe Asn Ser Pro Tyr Pro Lys Asn Tyr Pro Pro Val 

45 50 55 

gtc ttc aag teg cgc acc caa gta gtc 
Val Phe Lys Ser Arg Thr Gin Val Val 
60 65 



<210> 


318 


<211> 


458 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


203 . .457 


<221> 


sig_peptide 


<222> 


203. .256 


<223> 


score 11.9 




seq ALLFLILANGAQA/FR 


<400> 


318 



agcctcttcc tctttttttt cccctcctag ccctattcag gcaggagctg ctcttctggg 
qtatcgegat ccacttaagg atgaggcaga cttggtgaca agctggtctg ageagegett 



ate 


ctg 


gec 


aat ggg 


gee 


cag 


gec 


ttt 


cgc 


He 


Leu 


Ala 


Asn Gly 
-5 


Ala 


Gin 


Ala 


Phe 
1 


Arg 


cag 


egg 


ctg 


aca ctg 


gee 


aag 


gtg 


gee 


agg 


Gin Arg 


Leu 


Thr Leu 


Ala 


Lys 


Val 


Ala 


Arg 




10 








15 








tta 


gtt 


egg 


ata ctg 


get 


cgc 


tgt 


gac 


ate 


Leu 


Val 


Arg 


He Leu 


Ala 


Arg 


Cys 


Asp 


He 


25 








30 










gtg 


gac 


tct 


tec ggc 


age 


gec 


ate 


ccg 


etc 


Val 


Asp 


Ser 


Ser Gly 


Ser 


Ala 


He 


Pro 


Leu 






45 










50 


cga 


ttt 


gat 


ggc tct 


ggg 


ccc 


tac 


age 


acc 


Arg 


Phe 


Asp 


Gly Ser 


Gly 


Pro 


Tyr 


Ser 


Thr 






60 








65 





20 



35 40 



55 



364 



391 



60 
120 
180 



ccagagccag aactgagccc agtgagagcg caccctgggg cagectggat tcctggggtg 
£ wccccggcag ccacacacag cc atg cac tac cca act gca etc etc ttc etc 232 
sU Met His Tyr Pro Thr Ala Leu Leu Phe Leu 

£ -15 -10 

280 



328 



376 



424 



458 



<210> 319 
<211> 429 
<212> DNA 
<213> Homo sapiens 



243 



n 



<220> 
<221> CDS 
<222> 99. .428 

<221> sig_peptide 
<222> 99. .152 
<223> score 9.9 

seq SLLLAALLLLLSG/DG 



<400> 319 

agctatttca aggcgcgcgc ctcgtggtgg actcaccgct agcccgcagc gctcggcttc 
ctqqtaattc ttcacctctt ttctcagctc cctgcagc atg ggt get ggg ccc tec 

Met Gly Ala Gly Pro Ser 
-15 

ttg ctg etc gee gee etc ctg ctg ctt etc tec ggc gac ggc gee gtg 
Leu Leu Leu Ala Ala Leu Leu Leu Leu Leu Ser Gly Asp Gly Ala Val 

-10 -5 1 

cgy tgc gac aca cct gec aac tgc ace tat ctt gac ctg ctg ggc ace 
~ Arq Cys Asp Thr Pro Ala Asn Cys Thr Tyr Leu Asp Leu Leu Gly Thr 
^5 10 15 20 

Ul tgg gtc ttc cag gtg ggc tec age ggt tec cag cgc gat gtc aac tgc 
" Trp Val Phe Gin Val Gly Ser Ser Gly Ser Gin Arg Asp Val Asn Cys 
U 25 30 35 

teg gtt atg gga cca caa gaa aaa aaa gta gtg gtg tay ctt cag aag 
Ser Val Met Gly Pro Gin Glu Lys Lys Val Val Val Tyr Leu Gin Lys 
,J5 40 45 50 

7 ctg gat aca gca tat gat gac ctt ggc aat tct ggc cat ttc acc ate 
« Leu Asp Thr Ala Tyr Asp Asp Leu Gly Asn Ser Gly His Phe Thr He 
55 60 65 

att tac aac caa ggc ttt gag att gtg ttg aat gac tac aag tgg ttt 
He Tyr Asn Gin Gly Phe Glu He Val Leu Asn Asp Tyr Lys Trp Phe 

70 75 80 

gec ttt ttt aag tat aaa gaa gag g 
Ala Phe Phe Lys Tyr Lys Glu Glu 
85 90 

<210> 320 
<211> 327 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 86. .325 

<221> sigj>eptide 
<222> 86. .133 
<223> score 4.6 

seq LFPLIFPAEPAQA/SG 



<400> 320 

aatttccgcc tctggcgaat ggctcgtctg tagtgeaege cgcgggccca gctgcgaccc 



S3 S 

1 Li 



60 
116 



164 



212 



260 



308 



356 



404 



429 



60 



244 



cggccccgcc cccgggaccc cggcc atg gac gaa ctg ttc ccc etc ate ttc 
yy * Met Asp Glu Leu Phe Pro Leu He Phe 



m 
y 

■da 



15 -10 



ccq qca gag cca gec cag gec tct ggc ccc tat gtg gag ate att gag 
Pro III Glu Pro Ala Gin Ala Ser Gly Pro Tyr Val Glu lie lie Glu 

cag cee aag cag egg ggc atg cge ttc egc tac aag tgc gag ggg cgc 
Gin Pro Lys Gin Arg Gly Met Arg Phe Arg Tyr Lys Cys Glu Gly Arg 
10 15 20 25 

tec gcg ggc age ate cca ggc gag agg age aca gat ace ace aag acc 
Ser S G?y Ser lie Pro Gly Glu Arg Ser Thr Asp Thr Thr Lys Thr 

30 35 40 

cas ccc asc ats aag ate aat ggc tac aca ggn cca ggg aca gtg cgc 
Xaa Pro Xaa Xaa Lys lie Asn Gly Tyr Thr Gly Pro Gly Thr Val Arg 

45 50 55 

ate tmc ctg gtc acc aag gac cc 
He Xaa Leu Val Thr Lys Asp 
60 

<210> 321 
<211> 442 
<212> DNA 

<213> Homo sapiens 



<220> 
*0 <221> CDS 
=fi <222> 119. .442 

fi <221> sig_peptide 
m <222> 119. .214 
m <223> score 7.2 

seq YMLVSLLLIGVAA/WG 



qtattgggty tggctggcct cgatttaaag agacagaagc tgtcggggtc ctggaagacg 
qtccccaata cectcccccc aagtcettgg gaceaettgg gtecceagag ctggrgag 
atg gtt tgt ggc ggc ttt gec tgc tec aag aat gcg ctt tgc get etc 
Met Val Cys Gly Gly Phe Ala Cys Ser Lys Asn Ala Leu Cys Ala Leu 

aac gtg gtc tac atg ctg gtg age ttg ttg etc att gga gtg get get 
Asn Val Val Tyr Met Leu Val Ser Leu Leu Leu lie Gly Val Ala Ala 

-15 -10 "5 

tgg ggc aag ggc ctg ggt ctg gtg tec age ate cac ate ate ggc gga 
Trp Sly Ly! Sly Leu Gly Leu Val Ser Ser lie His lie He Gly Gly 
1 5 10 i5 

qtc att get gtg gga gtc ttc ctt stc ckt att gca gtg get gga ctg 
Val lie Ala Val Gly Val Phe Leu Xaa Xaa He Ala Val Ala Gly Leu 

20 25 30 

gtg ggt get gtc aac cac cam caa gtc ctg ctg ttc ttt tac atg ate 
III Sly Ala Val Asn His Xaa Gin Val Leu Leu Phe Phe Tyr Met He 

35 40 45 

ate ctt ggt ttg gtc ttc ate ttc caa ttt gta ate tct tgc tea tgt 
He Leu Gly Leu Val Phe He Phe Gin Phe Val He Ser Cys Ser Cys 



112 



160 



208 



256 



304 



327 



60 
118 
166 



214 



262 



310 



358 



406 



245 



50 
ctg get 
Leu Ala 
65 



att aac 
lie Asn 



gaa gca 
Glu Ala 
70 



55 

aac aga 
Asn Arg 



cag atg 
Gin Met 



60 
tea tea 
Ser Ser 
75 



<210> 322 
<211> 375 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 160. .375 



z Tt 



<221> sig_peptide 
<222> 160. .282 
<223> score 4.3 

seq VASFFHLFFRVSA/II 



60 
120 
174 



222 



<400> 322 

aaaageggag gtgaggcegg actgaggctc ttacagtggt ccctgctggc ccttggtgac 
^ gggtcgcgtc agttccgacc cggacccgta cgctgctgcg ctgacgtggc tccyggaagy 
UJ agggctggcg tagggccgcc atgttgcagc aggatagta atg atg aca ctg aag 
%g Met Met Thr Leu Lys 

~n -40 

•J% atg ttt cac tgt ttt gat gcg gaa gag gag acg act aat aga cca aga 
T Met Phe His Cys Phe Asp Ala Glu Glu Glu Thr Thr Asn Arg Pro Arg 
« -35 -30 -25 

aaa gec aaa ate aga cat cca gta gca teg ttt ttc cac tta ttc ttt 270 
lH Lys Ala Lys He Arg His Pro Val Ala Ser Phe Phe His Leu Phe Phe 
fU _ 20 -15 -10 -5 

*P cga gtc agt gca ate ate gtc tat ctt etc tgt ggg ttg etc age age 318 
O Arg Val Ser Ala He He Val Tyr Leu Leu Cys Gly Leu Leu Ser Ser 
fn 15 10 

^ age ttt att acc tgt atg gtg aca att ate ttg ttg ttg teg tgt gac 366 
Ser Phe He Thr Cys Met Val Thr He He Leu Leu Leu Ser Cys Asp 

15 20 25 

ttt tgg gca 
Phe Trp Ala 
30 



375 



<210> 323 

<211> 303 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 141. .302 

<221> sig_peptide 
<222> 141. .227 
<223> score 3.6 



246 



seq VMLLVALPCFLQN/CP 



<400> 323 _ 
cagtagcaga gtaagcacaa ggttttaatc gagttgcata agacaccttt gcatagctat 
ttaattgccc aatgtaaaac tttaatgcca tttctaatgc tkttattcat ttttgaagta 
tqagtttgta gggacaaaga atg tat gtt ate gta gac aag acc ccc aga gac 

Met Tyr Val He Val Asp Lys Thr Pro Arg Asp 
-25 -20 
tct ttt cag cag aaa gtt atg ctt eta gtt gec tta cca tgt ttc ttg 
Ser Phe Gin Gin Lys Val Met Leu Leu Val Ala Leu Pro Cys Phe Leu 

_ 15 -10 -5 

caa aac tgt cca tgg tec tea agg gtg ttg gaa aca tta tgt tta tta 
Gin Asn Cys Pro Trp Ser Ser Arg Val Leu Glu Thr Leu Cys Leu Leu 

15 10 
aat ggg cct ctt ttc ctt tgc tgt gca ctt gat g 
Asn Gly Pro Leu Phe Leu Cys Cys Ala Leu Asp 
15 20 25 

M 

<210> 324 
J <211> 434 

<212> DNA 
^ <213> Homo sapiens 

yj 

-=0 <220> 

*%0 <221> CDS 

%B <222> 124. .432 

g* <221> sig_peptide 
ai <222> 124. .195 
<223> score 4.3 

seq LXFLGMFLSGMVA/QI 



at 



O <400> 324 

qqsctttgga ttggawagag gagctgggca ggaggcaggg caaggagaaa gctgttcggg 



gtc 


atg 


ttt 


gtg 


tct 


gka 


aca 




Met 


Phe 


Val 


Ser 


Xaa 


Thr 












-20 




ggc 


atg 


ttc 


etc 


tct 


ggc 


atg 


Gly 


Met 


Phe 


Leu 


Ser Gly 

_ tz 


Met 


ttc 


ctg gat 


ttt 


gec 


tac 


cat 


Phe 


Leu Asp 


Phe 


Ala 


Tyr 


His 






10 










gec 


ttt 


tta 


ttg 


gaa 


gca 


gca 


Ala 


Phe 


Leu 


Leu 


Glu 


Ala 


Ala 




25 










30 


aat 


aca 


acc 


ata 


acc 


rgg 


cag 


Asn 


Thr 


Thr 


He 


Thr 


Xaa 


Gin 


40 










45 




ata 


aac 


gta 


gca 


gec 


tea 


att 


He 


Asn 


Val 


Ala 


Ala 


Ser 


He 



15 



ttc 


ttt 


keg 


etc 


ckc 


ttt 


ctg 


Phe 


Phe 


Xaa 


Leu 


Xaa 


Phe 


Leu 




-15 










-10 


caa 


att 


gat 


get 


aac 


tgg 


aac 


Gin 


He 


Asp 


Ala 


Asn 
5 


Trp 


Asn 


1 

gta 


ttt 


gtc 


ttc 


tat 


ttt 


gga 


Val 


Phe 


Val 


Phe 


Tyr 


Phe 


Gly 








20 








tec 


ctg 


cat 


gat 


ttg 


cat 


tgc 


Ser 


Leu 


His 


Asp 


Leu 


His 


Cys 






35 










ctg 


agt 


gat 


aac 


cag 


tat 


aac 


Leu 


Ser 


Asp 


Asn 


Gin 


Tyr 


Asn 




50 










55 


ttt 


atg 


acg 


aca 


get 


tgt 


tat 


Phe 


Met 


Thr 


Thr 


Ala 


Cys 


Tyr 



60 
120 
173 



221 



269 



303 



60 
120 
168 



216 



264 



312 



360 



408 



247 



60 

ggt tgc agt ttg ggt ctg get tta eg 
Gly Cys Ser Leu Gly Leu Ala Leu 
75 



65 



70 



434 



<210> 325 
<211> 452 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 277. .450 



<221> sig_peptide 
<222> 277. .333 
<223> score 9.6 

seq FCILLAAVSGAEG/WG 



$H <400> 325 

^ z 



agaggctggg gaagggggga ggtgagagga aagagggtgg aaaggagagg atagagagac 60 
aagageggag gaccaggaac cagagagaga gasagagaaa agagagagga gagacagagc 12 0 
gcttgggggc gaaaggagag agggagggaa gggtgggtaa ggaggagaga geggtctget 180 
gcaaacccca ggaggagakc ttggagccca agecagaact cgagccctag ccggagccgt 240 
tcacagggag gcggctgccg agacegtcag ccctgc atg atg cat etc egg etc 2 94 

Met Met His Leu Arg Leu 
-15 

ttc tgc ate ctg etc gcc gcg gtc tea gga gcc gag ggc tgg ggc tac 342 
Phe Cys lie Leu Leu Ala Ala Val Ser Gly Ala Glu Gly Trp Gly Tyr 

-10 -5 1 

tac ggc tgc nac gag gag ctk gtg ggt ccc ctg tat gca cgc tec ctg 3 90 

Tyr Gly Cys Xaa Glu Glu Leu Val Gly Pro Leu Tyr Ala Arg Ser Leu 

5 10 15 

ggc gcc tec tec tac tac agt etc ctt act gcg ccg cga ttc gcc agg 438 
Gly Ala Ser Ser Tyr Tyr Ser Leu Leu Thr Ala Pro Arg Phe Ala Arg 
20 25 30 35 

ctg cac ggc ata ag 452 
Leu His Gly lie 



<210> 326 

<211> 476 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 200 . .475 



<221> sigjpeptide 
<222> 200. .283 
<223> score 5.5 

seq FLAIVYFCTIVQG/QV 



248 



s s 

ill 



'ess? 



gac c 
Asp 



-J! <210> 327 
s <211> 301 

gj <212> DNA 

a? <213> Homo sapiens 

= y 

5 J <220> 

% <221> CDS 

W <222> 15 . .299 

<221> sig_peptide 
<222> 15 . .65 
<223> score 3.7 

seq ACLAGWLAWLAWL/AV 



60 
120 



<400> 326 

agaaggagag ggagagagaa agagagagag gctaattaaa aaaggatact ccgagggaag 
agagcaaggg cggtgcgccg ccaaggacca actagcggcg gasttcgatc ttgcctaggc 
gcggagagct cccaacctgg gctggaacct tgcccagcac atgtggctgc tacaccccat 180 
gtaaaaagcg gaaaataaa atg aag att ttc cag cgc aag atg egg tac tgg 232 

Met Lys He Phe Gin Arg Lys Met Arg Tyr Trp 
-25 "20 
ttg cnt cca cct ttt ttg gca att gtt tat ttc tgc acc att gtc caa 280 
Leu Xaa Pro Pro Phe Leu Ala He Val Tyr Phe Cys Thr He Val Gin 

-15 -10 -5 

ggt caa gtg get cca ccc aca agg tta aga tat aat gta ata tct cat 328 
Gly Gin Val Ala Pro Pro Thr Arg Leu Arg Tyr Asn Val He Ser His 

15 10 15 

gac agt ata cag att tea tgg aag get cca aga ggg aaa ttt ggt ggt 376 
Asp Ser He Gin He Ser Trp Lys Ala Pro Arg Gly Lys Phe Gly Gly 

20 25 30 

tac aaa ctt ctt gtg act cca act tea ggt gga aaa act aac cag ctg 424 
Tyr Lys Leu Leu Val Thr Pro Thr Ser Gly Gly Lys Thr Asn Gin Leu 

35 40 45 

aat ctg cag aac act gca act aaa gca att att caa ggc ctt atg cca 472 
Asn Leu Gin Asn Thr Ala Thr Lys Ala He He Gin Gly Leu Met Pro 
50 55 60 



476 



<400> 327 

gcttggctgg atgg atg get 
Met Ala 

tgg ctg get tgg ctg get 
Trp Leu Ala Trp Leu Ala 
-5 1 
ggc tgg ctt ggc tgg ctt 
Gly Trp Leu Gly Trp Leu 
15 

tgc cgt gta caa tgc cct 
Cys Arg Val Gin Cys Pro 
30 



tgg ctg get tgc ctg get 
Trp Leu Ala Cys Leu Ala 
-15 -10 
gtc tgg ctg gat tgg cag 
Val Trp Leu Asp Trp Gin 
5 

ggc tgg etc tgg agg tgg 
Gly Trp Leu Trp Arg Trp 
20 

gtt gcg gtg aga cct ggt 
Val Ala Val Arg Pro Gly 
35 



ggc tgg ctg get 50 
Gly Trp Leu Ala 

get tgg ctg gat 98 
Ala Trp Leu Asp 
10 

ttg cat caa gtg 146 
Leu His Gin Val 
25 

gga gca get gtt 194 

Gly Ala Ala Val 

40 



249 



atg cct ggt gtt cag tgg cag gac 
Met Pro Gly Val Gin Trp Gin Asp 

45 50 
tct gta gca tgg ctt cag ttt ggt 
Ser Val Ala Trp Leu Gin Phe Gly 
60 65 
ttc etc etc ct 
Phe Leu Leu 

<210> 328 
<211> 217 
<212> DNA 
<213> Homo sapiens 



age agt acc ttc ccc cag get agt 242 
Ser Ser Thr Phe Pro Gin Ala Ser 
55 

ctg get get get get tct cct etc 290 
Leu Ala Ala Ala Ala Ser Pro Leu 
70 75 

301 



<220> 
<221> CDS 
<222> 35 . .217 



<221> sigjpeptide 
_ <222> 35. .76 
IR <223> score 3.8 

seq LLVSAAPLGFGQG/VW 



if! 



<400> 328 

cttgggtcag etctgeaaag gggttgttta ctga atg ctt ctg gta tct gca gee 

Met Leu Leu Val Ser Ala Ala 
-10 

ccg ctg ggg ttc gga cag ggg gtc tgg aat agg get tea caa eta cag 
Pro Leu Gly Phe Gly Gin Gly Val Trp Asn Arg Ala Ser Gin Leu Gin 

-5 1 5 

cag ggc tas gac cct ctt ggg ctg gaa gga get gga gag gee tct gca 
Gin Gly Xaa Asp Pro Leu Gly Leu Glu Gly Ala Gly Glu Ala Ser Ala 
10 15 20 25 

age tgt cac agg etc ttg gtg ctg gca ctg get cag get ttc aca cac 
Ser Cys His Arg Leu Leu Val Leu Ala Leu Ala Gin Ala Phe Thr His 

30 35 40 

aca cac gcg cac aca cac 
Thr His Ala His Thr His 
45 



55 



103 



151 



199 



217 



<210> 329 
<211> 184 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 32 . .184 



<221> sigjpeptide 
<222> 32 . .139 
<223> score 4.4 

seq WLLFCTNQSLSLS/PP 



250 



sacs 



<400> 329 

tagtgttttt aattcatcaa tgttctagtt a atg tct acc tea gca cct cct 52 

Met Ser Thr Ser Ala Pro Pro 
-35 "30 
ctt age eta att tta gga ggt tgc cca att ttg ttt ctt caa ttt tac 100 
Leu Ser Leu He Leu Gly Gly Cys Pro He Leu Phe Leu Gin Phe Tyr 

-25 -20 -15 

tgg tta ctt ttt tgt aca aat caa tct ctt tct etc tct cct ccc cac 148 
Trp Leu Leu Phe Cys Thr Asn Gin Ser Leu Ser Leu Ser Pro Pro His 
-10 "5 1 

1 ft 4 

etc tea ccc ttg ccc tct cca tct ccc tct ccc gec 104 
Leu Ser Pro Leu Pro Ser Pro Ser Pro Ser Pro Ala 
5 10 15 





<210> 


330 




<211> 


281 




<212> 
<213> 


DNA 

Homo sapiens 








W\ 


<220> 






<221> 


CDS 




<222> 


84 . .281 




<221> 


sig_peptide 


■ 


<222> 


84 . .161 




<223> 


score 12 



seq LLLALLLPTQIYS/SE 



l Z. <400> 330 

f accttgcctg cgcccgcccg gagecagegg ttctccaagc acccagcatc ctgctagacg 60 
P cgccgcgcac egaeggaggg gac atg ggc aga gca atg gtg gec agg etc ggg 113 
^ Met Gly Arg Ala Met Val Ala Arg Leu Gly 

~ -25 -20 

ctg ggg ctg ctg ctg ctg gca ctg etc eta ccc acg cag att tat tec 161 
Leu Gly Leu Leu Leu Leu Ala Leu Leu Leu Pro Thr Gin He Tyr Ser 

-15 -10 "5 

agt gaa aca aca act gga act tea agt aac tec tec cag agt act tec 
Ser Glu Thr Thr Thr Gly Thr Ser Ser Asn Ser Ser Gin Ser Thr Ser 
15 10 15 

aac tct ggg ttg gee cca aat cca act aat gec acc acc aag gcg get 
Asn Ser Gly Leu Ala Pro Asn Pro Thr Asn Ala Thr Thr Lys Ala Ala 
20 25 30 

281 

ggt ggt gec ctg cag tea aca gec 
Gly Gly Ala Leu Gin Ser Thr Ala 
35 40 

<210> 331 
<211> 269 
<212> DNA 
<213> Homo sapiens 



209 



257 



251 



<220> 
<221> CDS 
<222> 1. -267 

<221> sig_peptide 
<222> 1. .120 
<223> score 6.4 

seq RGSLLLAVAGATS/LV 



atg aaa gcc ccc tgc tct ggc tct ggt tea gtc tea atg ggg gca ctg 
Met Lys Ala Pro Cys Ser Gly Ser Gly Ser Val Ser Met Gly Ala Leu 
-40 -35 "30 -25 

qgg ctg gag ggc agg ggt ggg agg etc cag ggg agg ggt tec etc ctg 
Gly Leu Glu Gly Arg Gly Gly Arg Leu Gin Gly Arg Gly Ser Leu Leu 

-20 -15 - 10 

eta get gtg gca gga gcc act tct ctg gtg acc ttg ttg ctg gcg gtg 
— Leu Ala Val Ala Gly Ala Thr Ser Leu Val Thr Leu Leu Leu Ala Val 
W -5 1 5 

cct ate act gtc ctg get gtg ctg gcc tta gtg ccc cag gat cag gga 
Pro He Thr Val Leu Ala Val Leu Ala Leu Val Pro Gin Asp Gin Gly 
§* 10 15 20 

U gga ctg gta acg gag acg gcc gac ccc ggg gca cag gcc cag caa gga 
Gly Leu Val Thr Glu Thr Ala Asp Pro Gly Ala Gin Ala Gin Gin Gly 



-,T\ 25 30 



35 40 



ctg ggg ttt cag aag ctg cca gag gag ga 
Leu Gly Phe Gin Lys Leu Pro Glu Glu 
45 

<210> 332 
<211> 308 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 114. .308 

<221> sig_peptide 
<222> 114. .215 
<223> score 7.5 

seq FVFFVFFLRQSLA/LL 



48 



96 



144 



192 



240 



269 



<400> 332 

ggctctcggg cctttggcct cagactgagg gctgcactgt tggcttccct agttttgagg 
ctttcagact tggactgagc cacactaccg gcttctcttt ccccagctgg cag atg 

Met 

gcc cat tst gcg act ttg cct tgt gat cat gtg age caa ttc tec eta 
Ala His Xaa Ala Thr Leu Pro Cys Asp His Val Ser Gin Phe Ser Leu 

_ 30 -25 "20 

ata aac ttt ttt ttt gtt ttt ttt gtt ttt ttt ttg agg cag agt eta 
He Asn Phe Phe Phe Val Phe Phe Val Phe Phe Leu Arg Gin Ser Leu 



60 
116 

164 



212 



252 



-15 

get ctg ttg ccc 
Ala Leu Leu Pro 
1 

aac etc cac etc 
Asn Leu His Leu 



-10 

agg ctg gag tgc 
Arg Leu Glu Cys 
5 

ccg ggt tea cgc 
Pro Gly Ser Arg 
20 



aga ggc acg ate 
Arg Gly Thr lie 
10 

cat tct cct gee 
His Ser Pro Ala 
25 



-5 

teg get cac tgc 260 
Ser Ala His Cys 
15 

tea gee ccc gee 308 
Ser Ala Pro Ala 
30 



<210> 333 
<211> 428 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 114 . .428 



<221> sig_peptide 
m <222> 114. .239 
<223> score 8 . 1 

seq LFCFLLLCLS AAS / LL 



EPS 



. ft 



aggcgtctgt gtgcgccgcc aagtcggtgg ggcggggacg cgaggtgtgg atggggggtc 
qccttgacct ctgcctcagc cagtagegea gtctcggcct cgccgttacg gag atg 
3 Met 

gtg ccc tgg gtg egg acg atg ggg cag aag ctg aag cag egg ctg cga 
Val Pro Trp Val Arg Thr Met Gly Gin Lys Leu Lys Gin Arg Leu Arg 
~ _ 40 -35 "30 

iy ctq gac gtg gga cgc gag ate tgc cgc cag tac ccg ctg ttc tgc ttc 
Hi L eu Asp Val Gly Arg Glu lie Cys Arg Gin Tyr Pro Leu Phe Cys Phe 
-C -25 -20 "15 -10 

6 ctg ctg etc tgt etc age gee gee tec ctg ctt ctt aac agg tat att 
!? Leu Leu Leu Cys Leu Ser Ala Ala Ser Leu Leu Leu Asn Arg Tyr lie 

-5 1 5 

cat att tta atg ate ttc tgg tea ttt gtt get gga gtt gtc aca ttt 
His lie Leu Met lie Phe Trp Ser Phe Val Ala Gly Val Val Thr Phe 

10 15 20 

tac tgc tea eta gga cct gat tct etc tta cca aat ata ttc ttc aca 
Tyr Cys Ser Leu Gly Pro Asp Ser Leu Leu Pro Asn He Phe Phe Thr 

25 30 35 

ata aaa tac aaa ccc aag cag tta gga ctt cag gaa tta ttt cct caa 
He Lys Tyr Lys Pro Lys Gin Leu Gly Leu Gin Glu Leu Phe Pro Gin 
40 45 50 55 

ggt cat age tgt get gtt tgt ggt 
Gly His Ser Cys Ala Val Cys Gly 
60 



60 
116 

164 



212 



260 



308 



356 



404 



428 



<210> 334 
<211> 167 
<212> DNA 
<213> Homo sapiens 



253 



} 



<220> 
<221> CDS 
<222> 15. .167 

<221> sig_peptide 
<222> 15. .155 
<223> score 3.5 

seq CLXFGILASEVYS/WN 



<400> 334 

atatttcatg gcga atg tac cac aat tta ttt get ctg ttg ttg ata gac 
Met Tyr His Asn Leu Phe Ala Leu Leu Leu lie Asp 
-45 -40 
att cat gtt gtt eta gtt ttt tac tgc ctg gat etc tta atg att cat 
lie His Val Val Leu Val Phe Tyr Cys Leu Asp Leu Leu Met He His 
-35 -30 -25 "20 

att ttc tat tgt aaa tac tgc ctt gka ttt ggk att tta gca agt gaa 
He Phe Tyr Cys Lys Tyr Cys Leu Xaa Phe Gly He Leu Ala Ser Glu 

*~* -15 -10 "5 

if* 

fl gtc tat tct tgg aac att tac 

Val Tyr Ser Trp Asn He Tyr 



ill 



50 



98 



146 



167 



1 





<210> 


335 




<211> 


254 


•~ fl 


<212> 


DNA 




<213> 


Homo sapiens 










<220> 




H = 


<221> 


CDS 




<222> 


39. .254 








<221> 


sig_peptide 


s 


<222> 


39. .101 




<223> 


score 3.5 

seq WLCVCVFSCVGFL/KK 



<400> 335 

gaagagagaa gaacagagtg ttcgattctg ccctattt atg ttt eta etc ggg aac 56 

Met Phe Leu Leu Gly Asn 



aaa cgt tgg ttg tgt 
Lys Arg Trp Leu Cys 
-15 

aaa tgg gaa gaa gaa 
Lys Trp Glu Glu Glu 
5 

tec ccc ctt egg ttc 
Ser Pro Leu Arg Phe 
20 

ttt tgt ttt gtt ttg 
Phe Cys Phe Val Leu 















-20 








gtg 


tgt 


gtg 


ttt 


tct 


tgt 


gtt 


ggt 


ttt 


tta 


aag 


Val 


Cys 


Val 


Phe 


Ser 


Cys 


Val 


Gly 


Phe 


Leu 


Lys 


-10 








-5 










1 


aaa 


aaa 


att 


etc 


cgc 


ccc 


ttt 


cct 


cga 


tct 


cgc 


Lys 


Lys 


He 


Leu 


Arg 


Pro 


Phe 


Pro 


Arg 


Ser Arg 




10 










15 






ttt 


cga 


ccg 


gtc 


ccc 


cct 


ccc 


ttt 


ttt 


gtt 


ctg 


Phe 


Arg 


Pro 


Val 


Pro 


Pro 


Pro 


Phe 


Phe 


Val 


Leu 




25 










30 








eta 


cga 


gtc 


cac 


att 


cct 


gtt 


tgt 


aat 


cct 


tgg 


Leu 


Arg 


Val 


His 


He 


Pro 


Val 


Cys 


Asn 


Pro 


Trp 



104 



152 



200 



248 



254 



35 
ttc gcc 
Phe Ala 
50 



40 



45 



254 



<210> 336 

<211> 174 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 9. .173 



<221> sigjpeptide 
<222> 9. .68 
<223> score 7.9 

seq FLFFI YFLRWSLA/ LS 



m tatatctg 6 atg get tat tta gtg gtg tat ttt tta ttt ttt att tat ttt 50 

Met Ala Tyr Leu Val Val Tyr Phe Leu Phe Phe He Tyr Phe 
yj -20 -is " 10 

ttg agg tgg agt ctt get ctg tea ccc agg ctg gag tgc agt ggt gca 
Leu Arg Trp Ser Leu Ala Leu Ser Pro Arg Leu Glu Cys Ser Gly Ala 
03-5 15 10 

~ ate ttg tct cac tgc aac etc tgc cac ctg ggt yea cgc aat tct cct 
h He Leu Ser His Cys Asn Leu Cys His Leu Gly Xaa Arg Asn Ser Pro 
5 15 20 25 

Jit gcc tea gcc tac eta gta get ggc tgt a 
*H Ala Ser Ala Tyr Leu Val Ala Gly Cys 
4 s 30 35 



98 



146 



174 



<210> 337 
<211> 284 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 49. .282 



<221> sig_peptide 
<222> 49. .156 
<223> score 7.2 

seq FCFFGFFLRQSFA/LV 



<400> 337 

attattttcc gcagcatgtc agctaagtag acccaatggg gagagaaa atg cct get 

Met Pro Ala 
-35 

ttc ttt ccc tct ttt tct gca ctg cca tat tea ccc cct gcc ttg ccg 



255 



Phe 


Phe 


Pro 


ggt 


ttt 


ttt 


Gly 


Phe 


Phe 






-15 


get 


ctt 


gtt 


Ala 


Leu 


Val 




1 




caa 


cct 


ccg 


Gin 


Pro 


Pro 


agt 


age 


tgg 


Ser 


Ser 


Trp 



_ 30 -25 -20 



-10 



20 



10 15 
eta tec tac etc age etc ccc 
Leu Ser Tyr Leu Ser Leu Pre 
25 30 



35 40 





<210> 


338 




<211> 


348 




<212> 


DNA 




<213> 


Homo sapiens 


s t 






. 5* 








<220> 




Ul 


<221> 


CDS 


Ui 


<222> 


152. .346 


ys 


<221> 


sig_peptide 




<222> 


152. .286 


. r~ 


<223> 


score 4 . 6 



-5 1 
eta gga tec tgt tgg cct gag tec ttg aac tc 
Leu Gly Ser Cys Trp Pro Glu Ser Leu Asn 
15 20 



5 10 



153 



201 



249 



284 



<400> 338 _ 
§ W caaaaaaatt agctgggcat tgtggcatgt gectgtaate ccagctactc aggaggctga 60 
*P ggcagaagaa ttgettgaac ctgggatgcg gaggttgcag tgagecgaga tcccactgct 120 
O gcactccagt ctgggcaaca gtggtgcaat c atg get cac tgt age ctt gac 172 
s*» Met Ala His Cys Ser Leu Asp 

-45 "40 
ttc cca ggt tea age aat tct tgt gee tea gee acc caa gta get gag 
Phe Pro Gly Ser Ser Asn Ser Cys Ala Ser Ala Thr Gin Val Ala Glu 

-35 -30 -25 

att aca ggt gtg tgc cac cat gee cag eta att ttt tgc att ttc agt 
He Thr Gly Val Cys His His Ala Gin Leu He Phe Cys He Phe Ser 

^20 -15 - 10 

aga ggt gga gtt teg caa tgt tgg eta ggc aaa ctt gaa tec tgt tgg 
Arg Gly Gly Val Ser Gin Cys Trp Leu Gly Lys Leu Glu Ser Cys Trp 



220 



268 



316 



348 



<210> 339 
<211> 504 
<212> DNA 

<213> Homo sapiens 



256 



<220> 
<221> CDS 
<222> 16. .504 

<221> sig_peptide 
<222> 16. .99 
<223> score 4 .2 

seq CLETLAVPSECSA/FS 



147 



195 



<400> 339 

cctttgtcat cagat atg etc att atg ccc aaa get ttg aaa gaa gag age ^ 
Met Leu He Met Pro Lys Ala Leu Lys Glu Glu Ser 
-25 "20 
gag gat acc tgc eta gag acc ctg get gtt ccc tct gaa tgc tct get 99 
Glu Asp Thr Cys Leu Glu Thr Leu Ala Val Pro Ser Glu Cys Ser Ala 

-15 -10 " 5 

ttc tea gag aat att gag gat cct gga gag ggt ccc tea aat cca tgc 
Phe Ser Glu Asn He Glu Asp Pro Gly Glu Gly Pro Ser Asn Pro Cys 
15 10 15 

tta gat acc age cag aat caa cct tec atg gaa tea gar atg ggg get 
m Leu Asp Thr Ser Gin Asn Gin Pro Ser Met Glu Ser Glu Met Gly Ala 
H" 20 25 30 

UJ gca gca tgc cct ggg agt tgt tea agg gaa tgc gag gtt tea ttt agt 243 
m Ala Ala Cys Pro Gly Ser Cys Ser Arg Glu Cys Glu Val Ser Phe Ser 
~J] 35 40 45 

.fl gec tct aac cct gtc tgg gat tat tea cat ctt atg agt agt gaa aga 
Ala Ser Asn Pro Val Trp Asp Tyr Ser His Leu Met Ser Ser Glu Arg 

■=» 50 55 ^ 

aat ttt cag aga ctg gat ttt gaa gaa ctt gag gaa gaa ggt caa gee 
LH Asn Phe Gin Arg Leu Asp Phe Glu Glu Leu Glu Glu Glu Gly Gin Ala 
1U 65 70 75 80 

"P tct gac aag tea ttg ctt cca agt cgc att aat ctt tct eta tta gat 
O ser Asp Lys Ser Leu Leu Pro Ser Arg lie Asn Leu Ser Leu Leu Asp 
Q 85 90 95 

gat gat gag gaa gac gaa gaa ctt cca cgc ttc att tta cat tat gag 
Asp Asp Glu Glu Asp Glu Glu Leu Pro Arg Phe He Leu His Tyr Glu 

100 105 HO 

aca cat ccg ttt gaa aca gga atg ata gtc tgg ttt aaa tat cag aaa 
Thr His Pro Phe Glu Thr Gly Met He Val Trp Phe Lys Tyr Gin Lys 

115 120 125 

tat cca ttt tgg cna gcg gaa 
Tyr Pro Phe Trp Xaa Ala Glu 
130 135 

<210> 340 
<211> 308 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 77. .307 



291 



339 



387 



435 



483 



504 



257 



<221> sig_peptide 
<222> 77 . . 169 
<223> score 4.5 

seq VAFGLYNPSLCHA/CT 



<400> 340 

ctgacgtgtc tttgctcctg ataccatttt tccccacacc acaccactgt cctctgtgcc 
tgtggaaacc actcaa atg cct etc ccc aag cct tct ttc agt aac aac cat 112 
Met Pro Leu Pro Lys Pro Ser Phe Ser Asn Asn His 
_30 -25 -20 

etc ate egg ttg att act gta get ttc ggc ctg tat aac ccc tec tta 
Leu He Arg Leu He Thr Val Ala Phe Gly Leu Tyr Asn Pro Ser Leu 

-15 -10 -5 

tgt cat gec tgt acc aga tgt tec act gca tct gta tec cac cag att 
Cys His Ala Cys Thr Arg Cys Ser Thr Ala Ser Val Ser His Gin He 

15 10 
gca cat tec ccg aag cag aaa cct tct aat ctg ggg gee att cag ggc 
Ala His Ser Pro Lys Gin Lys Pro Ser Asn Leu Gly Ala He Gin Gly 
if 15 20 25 

^ eta gca cag tgc eta gta gag cat atg tgt tgt aga ata aat ata gac 
U 1 ; Leu Ala Gin Cys Leu Val Glu His Met Cys Cys Arg He Asn He Asp 



UJ aca t 
%0 Thr 



<210> 341 
T <211> 261 



35 40 45 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 55. .261 

<221> sigj>eptide 
<222> 55. .150 
<223> score 3.8 

seq I RTATLV I S LARG / WQ 



<400> 341 

acactcattt tagccagtgt ccaggctatc agcagagaaa gacaggtggg cage atg 

Met 

get ccg ggc gaa aag gaa age ggg gag ggc cca gee aag age gee etc 
Ala Pro Gly Glu Lys Glu Ser Gly Glu Gly Pro Ala Lys Ser Ala Leu 

-30 -25 "20 

egg aag ata cgc aca gec acc ctg gtc ate age ttg gee cga ggt tgg 
Arg Lys He Arg Thr Ala Thr Leu Val He Ser Leu Ala Arg Gly Trp 
-15 -10 -5 1 

cag cag tgg gcg aat gag aac age ate agg cag gee cag gag cct aca 
Gin Gin Trp Ala Asn Glu Asn Ser He Arg Gin Ala Gin Glu Pro Thr 

5 10 15 

ggc tgg ctg ccg gga ggg acc cag gac tea cct caa get cct aaa cca 



60 



160 



208 



256 



304 



308 



57 
105 

153 

201 

249 



258 



Gly Trp Leu Pro Gly Gly Thr Gin Asp Ser Pro Gin Ala Pro Lys Pro 

20 25 30 

ate aca ccc egg 
lie Thr Pro Arg 
35 



<210> 342 
<211> 306 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 91. .306 



.=22, 

u 



<221> sigjpeptide 
<222> 91. . 198 
<223> score 6.7 

seq LELLSSGCLPASA/SQ 



<400> 342 

^ aaaagaaaga gagaaaagaa gatgacattg aatgeaacca cccactgcta aatttgattg 
U gctaaaaaat tattattatt attacttgag atg gag tct cac ctg tct att ttt 
*f% Met Glu Ser His Leu Ser He Phe 

-35 "30 



gta ttt tta gta gag aca agt ttt tgc cat gtt ggc cag get ggt etc 
7 Val Phe Leu Val Glu Thr Ser Phe Cys His Val Gly Gin Ala Gly Leu 
a -25 -20 -15 

% gaa etc ctg age teg ggt tgt ctg cct gee tea gec tec cag agt get 
LJi Glu Leu Leu Ser Ser Gly Cys Leu Pro Ala Ser Ala Ser Gin Ser Ala 

iy -io -5 1 

ggg att aca ggt gtg age cac cgc acc cag cct gac tgg eta aaa aaa 

O Gly He Thr Gly Val Ser His Arg Thr Gin Pro Asp Trp Leu Lys Lys 
O 5 10 15 20 

att ttt tta ata aaa aaa aga aaa gaa aat tat att gag aag ggg aga 

He Phe Leu He Lys Lys Arg Lys Glu Asn Tyr He Glu Lys Gly Arg 
25 30 35 



60 
114 



162 



210 



258 



306 



<210> 343 
<211> 407 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 135. .407 



<221> sigjpeptide 
<222> 135. .194 
<223> score 7.9 

seq TVTLALVLAVAWA/ ME 



259 



•• •» 



-n 

Us? 

m 
y 

^ <212> DNA 
^ <213> Homo sapiens 

s <220> 

Q <221> CDS 

Hi <222> 26. .301 

= w 

5 p <221> sig_peptide 
S <222> 26. .103 



218 



266 



<400> 343 

gcagctggcg caagtagcct agctggagag gctcacccca ggaaggaggg aggccaccga 60 
cctactgggc cgacggactc ccacacagtt cctgagctgg tgccaggcag gtgacacctc 120 
ctgcagcccc cage atg egg gca ggc cca ggc ccc acc gtt aca ttg gec 170 
Met Arg Ala Gly Pro Gly Pro Thr Val Thr Leu Ala 
-20 -15 " 10 

ctg gtg ctg gcg gtg gca tgg gec atg gag etc aag ccc aca gca cca 
Leu Val Leu Ala Val Ala Trp Ala Met Glu Leu Lys Pro Thr Ala Pro 

-5 1 5 

ccc ate ttc act ggc egg ccc ttt gtg gta gcg tgg gac gtg ccc aca 
Pro He Phe Thr Gly Arg Pro Phe Val Val Ala Trp Asp Val Pro Thr 

10 15 20 

cag gac tgt ggc cca cgc etc aag gtg cca ctg gac ctg aat gec ttt 314 
Gin Asp Cys Gly Pro Arg Leu Lys Val Pro Leu Asp Leu Asn Ala Phe 
25 30 35 40 

gat gtg cag gee tea cct aat gag ggt ttt gtg aac cag aat att acc 
Asp Val Gin Ala Ser Pro Asn Glu Gly Phe Val Asn Gin Asn He Thr 

45 50 55 

ate ttc tac cgc gac cgt eta ggc ctg tat cca cgc ttc gat tct 
He Phe Tyr Arg Asp Arg Leu Gly Leu Tyr Pro Arg Phe Asp Ser 
60 65 70 

<210> 344 
<211> 303 



362 



407 



<223> score 6.5 

seq LALGSAGLLWCLA/GF 





1 








5 


ate 


gag 


ggc 


tac 


cgc 


gtc 


He 


Glu 


Gly 


Tyr 


Arg 


Val 










20 




gec 


gec 


tgc 


acg 


ate 


tgc 


Ala 


Ala 


Cys 


Thr 


He 


Cys 








35 






acg 


ctg 


aag 


atg 


gee 


gac 



52 



100 



<400> 344 

gcagaccggc cgccgcttca cegge atg gtc ttc gee acc ate ggt ttc teg 

Met Val Phe Ala Thr He Gly Phe Ser 
-25 "20 
ctg aag teg ggc ctg gec ctt ggc teg gcg ggc ctg ctg tgg tgc ctg 
Leu Lys Ser Gly Leu Ala Leu Gly Ser Ala Gly Leu Leu Trp Cys Leu 

-15 -10 "5 

gee ggt ttc ttc ggc tac gac aca cag cag ccc acg gca ccc aac gec 148 
Ala Gly Phe Phe Gly Tyr Asp Thr Gin Gin Pro Thr Ala Pro Asn Ala 

10 15 
atg tec age ttc ggc gtc ggc gcg ctg ttc 196 
Met Ser Ser Phe Gly Val Gly Ala Leu Phe 

25 30 
ctg ctg ges rac aag ctg aac aag cag acg 244 
Leu Leu Ala Xaa Lys Leu Asn Lys Gin Thr 

40 45 
gac etc gee caa egg cgc cag cag gec gac 2 92 



260 



Thr Leu Lys Met Ala Asp Asp Leu Ala Gin Arg Arg Gin Gin Ala Asp 

50 55 60 

ctt gcg ccg gc 
Leu Ala Pro 
65 



<210> 345 
<211> 369 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 197. .367 



<221> sig_peptide 
<222> 197. .256 
<223> score 4.3 
m seq FNFLFLVQLCILA/ CD 

Ul <400> 345 

agataaattg gggaattcta gggaaaccct tgaataccaa gatagaaaac taaagttttt 60 
W acttcatttg gtcatgggaa acttgcactg agcatgggag tcaataatta gaagcaagtk 12 0 
m aaattcaaaa agtcgaaccc cattcataaa accagctgat agtctgaaaa tacgctttga 180 
*0 gctaagcaaa gaatac atg ttg aca aat cgt aac tac ttt aac ttc ctt ttt 232 

Met Leu Thr Asn Arg Asn Tyr Phe Asn Phe Leu Phe 
-20 -15 -10 

ctt gta caa ttg tgc ate ctg get tgt gac aat gca tac ctt cag teg 280 
Leu Val Gin Leu Cys lie Leu Ala Cys Asp Asn Ala Tyr Leu Gin Ser 

-5 1 5 

^ tgt ccc etc acc tea aag act cct ctg tta caa acc cac tct get ctt 328 

Cys Pro Leu Thr Ser Lys Thr Pro Leu Leu Gin Thr His Ser Ala Leu 

10 15 20 

ttc tat aat agt aca tat ggg att ttc eta etc eta gga gt 369 

Phe Tyr Asn Ser Thr Tyr Gly He Phe Leu Leu Leu Gly 
25 30 35 



. ft 



<210> 346 
<211> 393 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 60. .392 



<221> sig_peptide 
<222> 60. .143 
<223> score 9.8 

seq LLPLSLLVTSIQG/HL 



<400> 346 



261 



299 



ctttttctag ccargctctc aactgtctcc tgcgttgctg ggaagttctg gaaggaagc 59 
atg tgc tec aga ggt tgg gat teg tgt ctg get ctg gaa ttg eta ctg 107 
Met Cys Ser Arg Gly Trp Asp Ser Cys Leu Ala Leu Glu Leu Leu Leu 

-25 -20 -15 

ctg cct ctg tea etc ctg gtg ace age att caa ggt cac ttg gta cat 155 
Leu Pro Leu Ser Leu Leu Val Thr Ser He Gin Gly His Leu Val His 

-10 -5 1 

atg ace gtg gtc tec ggc age aac gtg act ctg aac ate tct gag age 203 
Met Thr Val Val Ser Gly Ser Asn Val Thr Leu Asn He Ser Glu Ser 
5 10 15 20 

ctg cct gag aac tac aaa caa eta ace tgg ttt tat act ttc gac cag 251 
Leu Pro Glu Asn Tyr Lys Gin Leu Thr Trp Phe Tyr Thr Phe Asp Gin 

25 30 35 

aag att gta gaa tgg gat tec aga rra tct aag tac ttt gaa tec aaa 
Lys He Val Glu Trp Asp Ser Arg Xaa Ser Lys Tyr Phe Glu Ser Lys 

40 45 50 

ttt aaa ggc agg gtc aga ctt gat cct cag agt ggt gca ctg tac ate 347 
Phe Lys Gly Arg Val Arg Leu Asp Pro Gin Ser Gly Ala Leu Tyr He 
a. 55 60 65 

f = tct aag gtc cag aaa gag gac aac age asc tac ate atg agg gtg t 3 93 

% Ser Lys Val Gin Lys Glu Asp Asn Ser Xaa Tyr He Met Arg Val 
Ul 70 75 80 

^ <210> 347 

*0 <211> 398 

=£) <212> DNA 

%g <213> Homo sapiens 

?*% <220> 

51 <221> CDS 

% <222> 229. .396 

: ^ <221> sigjpeptide 
Q <222> 229. .285 
Q <223> score 4.8 



seq ATYLVQSSACCPA/IV 



ccacggggac aaggactgck cccacgatgg tgctcctgcc avgccccagc tgbacgggga 60 
gtcctgtggg gcccaggcct tgaacageca catgcctgct gagaccgagg agctgggacg 120 
qtggggacca cagagagcaa cctgattacc tccctgcttg ggctgtgcca gagcaagaag 180 
aqtcgggtgg ccttgaaggc ccaggagaac ctgctgctcc tggtgagc atg gec tec 237 

3 Met Ala Ser 

cca gca get gec acc tac ctg gta cag age age gee tgc tgc cct gcg 285 
Pro Ala Ala Ala Thr Tyr Leu Val Gin Ser Ser Ala Cys Cys Pro Ala 

_15 -10 -5 

ate gtc egg cac ctt tgc cag tbg tac egg tec atg cct gtc ttc ctg 333 
He Val Arg His Leu Cys Gin Xaa Tyr Arg Ser Met Pro Val Phe Leu 
15 10 15 

gac ccc gca gas att gec acc tta gag ggc ate age tgg agg tta ccc 381 
Asp Pro Ala Xaa He Ala Thr Leu Glu Gly He Ser Trp Arg Leu Pro 
20 25 30 

398 

agt gec ccg tct gat ga 



262 




Ser Ala Pro Ser Asp 
35 

<210> 348 
<211> 321 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 130. .321 

<221> sig_jpeptide 
<222> 130. .171 
<223> score 4 .4 

seq HI FFLSFF IETDS / HS 



~ aacacaaaac cagcagccga cgccccagac acagaggcgt tgagggcgtg gggccaacac 60 

S gcttgccccc ctaacggttt gctgaataat cactaacaat gaactagata gattactaag 120 

^ aaacaagac atg cat att ttc ttt ctt tct ttt ttt att gag acg gac tct 171 

H Met His He Phe Phe Leu Ser Phe Phe He Glu Thr Asp Ser 

yj -io -5 

*B cac tct gtc gcc cag get gga gts cag trg cgc gat etc ggc tea ctg 
His Ser Val Ala Gin Ala Gly Val Gin Xaa Arg Asp Leu Gly Ser Leu 

0j 1 5 10 15 

caa get ccg ctt ccc ggg ttc acg cca ttc tec tgc stc age etc ccg 

« Gin Ala Pro Leu Pro Gly Phe Thr Pro Phe Ser Cys Xaa Ser Leu Pro 

S 20 25 30 

agt age tgg gac tac agg tgc cca yea cca tgc ccg get aat ttt ttt 

^ Ser Ser Trp Asp Tyr Arg Cys Pro Xaa Pro Cys Pro Ala Asn Phe Phe 

«E 35 40 45 



219 



267 



315 



tgc att 
Cys He 
50 

<210> 349 
<211> 360 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 16. .360 

<221> sig_j?eptide 
<222> 16. .84 
<223> score 3.7 

seq FLPPLXRAFACRG/CQ 



321 



<400> 349 _ ^ 

agggggegtg gggee atg gtg gtc ttg egg gcg ggg aag aag acc ttt etc 



51 



263 



J\ 70 

y i 



y 



Met Val Val Leu Arg Ala Gly Lys Lys Thr Phe Leu 
-20 -15 
ccc cct ctm wgc cgc gcc ttc gcc tgc cgc ggc tgt caa etc get ccg 
Pro Pro Leu Xaa Arg Ala Phe Ala Cys Arg Gly Cys Gin Leu Ala Pro 

-10 -5 1 5 

gag cgc ggc gcc gag cgc agg gat aca gcg ccc age ggg gtc tea aga 
Glu Arg Gly Ala Glu Arg Arg Asp Thr Ala Pro Ser Gly Val Ser Arg 

10 15 20 

ttc tgc cct cca aga aag tct tgc cat gat tgg ata gga ccc cca gat 
Phe Cys Pro Pro Arg Lys Ser Cys His Asp Trp He Gly Pro Pro Asp 

25 30 35 

aaa tat tea aac ctt cga cct gtt cac ttt tac ata cct gaa aat gaa 
Lys Tyr Ser Asn Leu Arg Pro Val His Phe Tyr He Pro Glu Asn Glu 

40 45 50 

tct cca ttg gaa caa aag ctt aga aaa tta aga caa gaa aca caa gaa 
Ser Pro Leu Glu Gin Lys Leu Arg Lys Leu Arg Gin Glu Thr Gin Glu 

55 60 65 

tgg aat caa cag ttc tgg gca aac cag aat ttg act ttt agt aag gaa 
Trp Asn Gin Gin Phe Trp Ala Asn Gin Asn Leu Thr Phe Ser Lys Glu 

75 80 85 

aaa gaa gaa ttt att cac tea 
Lys Glu Glu Phe He His Ser 
90 





<210> 


350 




<211> 


303 


%4 


<212> 


DNA 




<213> 


Homo sapiens 








1*1 






m 


<220> 




•A 

nJ 


<221> 


CDS 


fa 


<222> 


139. .303 








<221> 


sig_j?eptide 




<222> 


139. .240 




<223> 


score 3.8 

seq RWASSCLHPSARS/SN 



99 



147 



195 



243 



291 



339 



360 



60 
120 



<400> 350 ^ ^ 

ageccaaggt gctgccgttg cccgtacaac teggacttge tgttgctcga gccgcgtctg 
cacgggtctc ggaccgagcg gagtccmagc ctcggtcccg gagcccacct tcgcctcgcc 
cttgcccagc ctgcggtg atg gag gcg gcc acc aca ctg cac cca ggc ccg 171 

Met Glu Ala Ala Thr Thr Leu His Pro Gly Pro 
-30 "25 
cgc ccg gcg ctg ccc etc ggg gcc egg gcc cgc tgg gcg agt tec tgc 219 
Arq Pro Ala Leu Pro Leu Gly Ala Arg Ala Arg Trp Ala Ser Ser Cys 

-20 "15 -10 

etc cac ccg agt gcc egg tct teg aac cca get ggg aag agt teg egg 
Leu His Pro Ser Ala Arg Ser Ser Asn Pro Ala Gly Lys Ser Ser Arg 

-5 1 5 

acc cct tsg ctt tea tec aca aga tec ggc ccg ggg 
Thr Pro Xaa Leu Ser Ser Thr Arg Ser Gly Pro Gly 
10 15 20 



267 



303 



264 



<210> 351 
<211> 377 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 70. .375 

<221> sig_jpeptide 
<222> 70. .180 
<223> score 8.5 

seq LLVLLLYAPVGFC/LL 



aac cat gtg aca cct ttc gac cac ca 
Asn His Val Thr Pro Phe Asp His 
60 65 

<210> 352 
<211> 202 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 19. .201 

<221> sig__peptide 
<222> 19. .78 
<223> score 10.5 

seq PLALCLLAAPASA/LV 



159 



<400> 351 

aagagcssct gcggccgggc gcgaaaatgg cggcggcggc gacggccngg cgctcctgaa 60 
gcagcagtt atg gag ctt ccc tea ggg ccg ggg ccg gag egg etc ttt gac 111 
Met Glu Leu Pro Ser Gly Pro Gly Pro Glu Arg Leu Phe Asp 
~ -35 -30 -25 

m teg cac egg ctt ccg ggt gac tgc ttc eta ctg etc gtg ctg ctg etc 
^ Ser His Arg Leu Pro Gly Asp Cys Phe Leu Leu Leu Val Leu Leu Leu 
UJ _20 -15 ~ 10 

tac gcg cca gtc ggg ttc tgc etc etc gtc ctg sgc etc ttt etc ggg 207 
Tyr Ala Pro Val Gly Phe Cys Leu Leu Val Leu Xaa Leu Phe Leu Gly 

-5 1 5 

ate cac gtc ttc ctg gtc age tgc gcg ctg cca gac age gtc ctt cgc 255 
« He His Val Phe Leu Val Ser Cys Ala Leu Pro Asp Ser Val Leu Arg 
S 10 15 20 25 

^ aga ttc gta gtg egg ace atg tgt gcg gtg eta ggg etc gtg gee egg 303 
iU Arq Phe Val Val Arg Thr Met Cys Ala Val Leu Gly Leu Val Ala Arg 
=F 30 35 40 

O cag gag gac tec gga etc egg gat cac agt gtc agg gtc etc att tec 
O Gin Glu Asp Ser Gly Leu Arg Asp His Ser Val Arg Val Leu He Ser 
45 50 55 



351 



377 



265 




<400> 352 

gacccggccg ccgccgcc atg cag ccc tec age ctt ctg ccg etc gec etc 

Met Gin Pro Ser Ser Leu Leu Pro Leu Ala Leu 
-20 "15 " 10 

tgc ctg ctg get gca ccc gec tec gcg etc gtc agg ate ccg ctg cac 
Cys Leu Leu Ala Ala Pro Ala Ser Ala Leu Val Arg He Pro Leu His 

-5 1 5 

aag ttc acg tec ate cgc egg ace atg teg gag gtt ggg ggc tct gtg 
Lys Phe Thr Ser He Arg Arg Thr Met Ser Glu Val Gly Gly Ser Val 

10 15 20 

gag gac ctg att gec aaa ggc ccc tec cac aca cac cca cac act cgc 
Glu Asp Leu lie Ala Lys Gly Pro Ser His Thr His Pro His Thr Arg 

25 30 35 

cca cca t 
Pro Pro 
40 

<210> 353 
<211> 377 
<212> DNA 
<213> Homo sapiens 



^ <220> 



<221> CDS 
<222> 222 . .377 



s <221> sig_peptide 

p <222> 222 . .296 

fff <223> score 6.5 

^ seq LGSLSXXVWPAWP/CR 



<400> 353 ^ ^ 

tgataagaaa gttcaaagtt tctcttcctt gctttgttgt gtgkdctaat tettttctge 
ccatccccca gtaaagaaaa ggctcagtat gatttcttga atagattgtt taagctattt 
tcaaaacagg acttggtcag gggccgaagt gtgccctttg ctgcctctcc ctctgcccct 
tqqqatcacc ccagccacaa gcccttcgag grmcctatac c atg gec cac ctt gga 
33a Met Ala His Leu Gly 

-25 

gca gag age caa gca tct tec ctg gga agt ctt tct gky ywa gtc tgg 
Ala Glu Ser Gin Ala Ser Ser Leu Gly Ser Leu Ser Xaa Xaa Val Trp 
-20 "15 "1° " 5 

cca gee tgg ccc tgc agg tct ccc atg aag gec acc cca tgg tct gat 
Pro Ala Trp Pro Cys Arg Ser Pro Met Lys Ala Thr Pro Trp Ser Asp 

1 5 10 

ggg cat gaa gca tct mag amt cct tgg caa aaa acg gag tec gca 
Gly His Glu Ala Ser Xaa Xaa Pro Trp Gin Lys Thr Glu Ser Ala 
15 20 25 

<210> 354 
<211> 199 
<212> DNA 
<213> Homo sapiens 



51 



99 



147 



195 



202 



60 
120 
180 
236 



284 



332 



377 



266 



<220> 
<221> CDS 
<222> 40. .198 

<221> sig_peptide 
<222> 40. .81 
<223> score 3.8 

seq YCFFAKFVSLSHS / LP 



ggctgggatt acaggcgtga gccaccgcac acagccgac atg tac tgt ttc ttt 54 
^ 333 Met Tyr Cys Phe Phe 

-10 



Ui 



get aaa ttt gtt tec ctt tct cac tec eta cct gat gaa aag cac cca 
Ala Lys Phe Val Ser Leu Ser His Ser Leu Pro Asp Glu Lys His Pro 
-5 1 5 

~ ttg ttt acc cga aag tec aaa cct agg gtt tea ccc cag aca ttt ccc 
^ Leu Phe Thr Arg Lys Ser Lys Pro Arg Val Ser Pro Gin Thr Phe Pro 
10 15 20 

act tat aca tec atg tec ttc ctg cct tec cca cca gtt cag ccc caa 
Thr Tyr Thr Ser Met Ser Phe Leu Pro Ser Pro Pro Val Gin Pro Gin 
25 30 35 

<210> 355 
<211> 390 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 91. .390 

<221> sigj>eptide 
<222> 91. .138 
<223> score 10.9 

seq RVLLLTALTLCHG/FN 



ccttctttgc tttggtggct tccttgtggt tcctcagtgg tgcctgcaac ccctggttca 
cctccttcca ggttctggct ccttccagcc atg get etc aga gtc ctt ctg tta 

Met Ala Leu Arg Val Leu Leu Leu 
-15 -10 
aca gee ttg acc tta tgt cat ggg ttc aac ttg gac act gaa aac gca 
Thr Ala Leu Thr Leu Cys His Gly Phe Asn Leu Asp Thr Glu Asn Ala 

-5 1 5 

atg acc ttc caa gag aac gca agg ggc ttc ggg cag age gtg gtc cag 
Met Thr Phe Gin Glu Asn Ala Arg Gly Phe Gly Gin Ser Val Val Gin 

10 15 20 

ctt cag gga tec agg gtg gtg gtt gga gee ccc cag gag ata gtg get 
Leu Gin Gly Ser Arg Val Val Val Gly Ala Pro Gin Glu He Val Ala 
25 30 35 40 



102 



150 



199 



60 
114 



162 



210 



258 



267 



gcc aac caa agg 
Ala Asn Gin Arg 

tgc gag ccc ate 
Cys Glu Pro lie 
60 

ctg ggc ctg tec 
Leu Gly Leu Ser 
75 



ggc age etc tac 
Gly Ser Leu Tyr 
45 

cgc ctg cag gtc 
Arg Leu Gin Val 

ctg gca gcc ace 
Leu Ala Ala Thr 
80 



cag tgc gac tac 
Gin Cys Asp Tyr 
50 

ccc gtg gag gcc 
Pro Val Glu Ala 
65 

acc age ccc cca 
Thr Ser Pro Pro 



age aca ggc tea 3 06 

Ser Thr Gly Ser 
55 

gtg aac atg tec 354 
Val Asn Met Ser 
70 

390 



<210> 356 
<211> 354 
<212> DNA 
<213> Homo sapiens 



<220> 

<221> CDS 

<222> 31. .354 

^ <221> sig_peptide 

^ <222> 31. .90 

"f" 1 <223> score 8.4 

N= seq FSLTVLFLRQSFA/HV 



<400> 356 

aatgatgttt tatttaggaa agtaaataca atg agt agg act cag etc cag ttt 

Met Ser Arg Thr Gin Leu Gin Phe 
-20 -15 
tct ctt act gtt ttg ttt ttg aga cag agt ttc get cat gtt acc cag 
Ser Leu Thr Val Leu Phe Leu Arg Gin Ser Phe Ala His Val Thr Gin 

-10 -5 1 

get gga gtg cag tgg cat ggt ctt gga tea ctg caa cct cca cct ccc 
Ala Gly Val Gin Trp His Gly Leu Gly Ser Leu Gin Pro Pro Pro Pro 
5 10 15 20 

agg ttc aag eta ttg tec tgc etc age ccc caa gta ggt ggg att act 
Arg Phe Lys Leu Leu Ser Cys Leu Ser Pro Gin Val Gly Gly He Thr 

25 30 35 

ggc acc tgc cac cat gcc cag eta att ttt gta ttt tta ata gag atg 
Gly Thr Cys His His Ala Gin Leu He Phe Val Phe Leu He Glu Met 

40 45 50 

ggg ttt cac cat gtt ggt cag get ggt etc gaa etc ctg acc tea ggt 
Gly Phe His His Val Gly Gin Ala Gly Leu Glu Leu Leu Thr Ser Gly 

55 60 65 

gat cca ccc acc tea gcc tec caa cct get ggg att ata ggc atg aac 
Asp Pro Pro Thr Ser Ala Ser Gin Pro Ala Gly He He Gly Met Asn 

70 75 80 

cac cac gcc cag 
His His Ala Gin 
85 



s=Bt 
.=a=. 



54 



102 



150 



198 



246 



294 



342 



354 



<210> 357 
<211> 198 
<212> DNA 



268 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 31. .198 

<221> sig_peptide 
<222> 31. .90 
<223> score 8.4 

seq FSLTVLFLRQSFA/HV 



altgltgttt tatttaggaa agtaaataca atg agt agg act cag etc cag ttt 54 

Met Ser Arg Thr Gin Leu Gin Phe 
-20 -15 
tct ctt act gtt ttg ttt ttg aga cag agt ttc get cat gtt acc cag 102 
Ser Leu Thr Val Leu Phe Leu Arg Gin Ser Phe Ala His Val Thr Gin 
-10 -5 1 

'"t get gga gtk cag kkg gew tgg tct tgg ate act gma acc tec acc tec 
Ala Gly Val Gin Xaa Ala Trp Ser Trp lie Thr Xaa Thr Ser Thr Ser 
5 10 15 20 

cag gtt caa get att gtc ctg cct cag ccc cca agt agg tgg gat act 
Gin Val Gin Ala He Val Leu Pro Gin Pro Pro Ser Arg Trp Asp Thr 

30 35 



m 



150 



198 







25 




<210> 


358 




<211> 


295 




<212> 


DNA 


fU 


<213> 


Homo sapiens 


=a : 
= \S 

4» 


<220> 




<221> 


CDS 




<222> 


34 . .294 




<221> 
<222> 


sigjpeptide 
34. .102 




<223> 


score 4.6 

seq LELLTSGGSPASA/SQ 



ccatgcccgg ctaattgtgt atttttagta gag atg ggg ttt etc cat gtt ggt 54 
y Met Gly Phe Leu His Val Gly 

-20 

cag get ggt etc gaa etc ctg acc tea ggt gga tct cct gec teg gec 102 
Gin Ala Gly Leu Glu Leu Leu Thr Ser Gly Gly Ser Pro Ala Ser Ala 

"15 " 10 " 5 mo 

tec caa aat get gga att aca ggc atg age cac cgc acc tgg ccc cat 150 

Ser Gin Asn Ala Gly He Thr Gly Met Ser His Arg Thr Trp Pro His 

1 5 10 15 

ttt ctt ttt tta ata cag aat etc act ctg tea ccc agg ctg gag tac 198 

Phe Leu Phe Leu He Gin Asn Leu Thr Leu Ser Pro Arg Leu Glu Tyr 
20 25 30 



269 



agt ggt gca gtc tea get cac tgc 
Ser Gly Ala Val Ser Ala His Cys 

35 40 
tec cac ctt agt etc ctg agt age 
Ser His Leu Ser Leu Leu Ser Ser 
50 55 



aac ttc tgc ctt tgg aac tea tec 
Asn Phe Cys Leu Trp Asn Ser Ser 
45 

tgg gac tac agg tat gta cca cca c 
Trp Asp Tyr Arg Tyr Val Pro Pro 
60 



<210> 359 
<211> 293 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 106 . .291 



m 



yy 



<221> sigjpeptide 
<222> 106. .180 
<223> score 4 

seq LLQELGLCMCLLS/AE 



<400> 359 

tatttttagt agaaatgggg tttcaccatg ttggccagga tgatctcgat ctcttgatct 60 
tgtqatccgc ccaactcggc ctcccaaagt cctgggatta caggc atg age cac tgc 117 
3 Met Ser His Cys 

-25 

* gee cag ccc aaa gee tgc cct gag ctt ctg cag gag ctt ggc etc tgc 165 
L Ala Gin Pro Lys Ala Cys Pro Glu Leu Leu Gin Glu Leu Gly Leu Cys 
U -20 -15 ~ 10 

^ atg tgc ctt etc age gca gag ccc age ctg cat ccc tgg cgt tgg ctg 
fU Met Cys Leu Leu Ser Ala Glu Pro Ser Leu His Pro Trp Arg Trp Leu 
r c i 5 10 

cgc ccc ttg cac aca cac aac etc ctg ggc cct cca ggg gaa gtg ttc 
Arg Pro Leu His Thr His Asn Leu Leu Gly Pro Pro Gly Glu Val Phe 

15 20 25 

ttc cca ttc ctg agt gee aag ccc ccg etc ta 
Phe Pro Phe Leu Ser Ala Lys Pro Pro Leu 
30 35 



213 



261 



293 



<210> 360 
<211> 189 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 16. .189 



<221> sig_peptide 
<222> 16. .102 
<223> score 5.9 

seq FSYISXFLSPVCG/CS 



270 



<400> 360 

tcaaaattct ctttg atg aaa 
Met Lys 

gtw ttt aat ttc ttt tec 
Val Phe Asn Phe Phe Ser 
-15 

gga tgt tct gtc tgt aat 
Gly Cys Ser Val Cys Asn 

1 5 
cct tct ccc cac ttt ttg 
Pro Ser Pro His Phe Leu 
20 



tgt tta aaa gtg aac cct 
Cys Leu Lys Val Asn Pro 
-25 

tac ate agt kgc ttt ttg 
Tyr lie Ser Xaa Phe Leu 
-10 

tta aaa cac tgg gag aat 
Leu Lys His Trp Glu Asn 
10 

cca tat aaa ttt ttn ttt 
Pro Tyr Lys Phe Xaa Phe 
25 



ttt tta ttt ctg 51 
Phe Leu Phe Leu 
-20 

tea cca gta tgt 99 

Ser Pro Val Cys 

-5 

gag ctt eta ttt 147 
Glu Leu Leu Phe 
15 

ctt ttt 189 
Leu Phe 



<210> 361 
<211> 303 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 55. .303 



%D <221> sig__peptide 

<222> 55. .162 
■J% <223> score 7.4 
* seq LCLLGSSDSPASA/SR 



iff* 

L" <400> 361 



tatttgaggg tttgtttctg gcttctctat tcttgctttt tttttcattt ttgc atg 

6 qqg gga tgg att etc get ctg tea tec aag ctg gag tgc age agt kag 
& Gly Gly Trp lie Leu Ala Leu Ser Ser Lys Leu Glu Cys Ser Ser Xaa 
^ . 30 -25 -20 



30 35 40 45 

tec cat 
Ser His 



57 
105 

153 



-35 

ate ttg get cac tgc aac etc tgc etc ctg ggt tea agt gat tct cct 
He Leu Ala His Cys Asn Leu Cys Leu Leu Gly Ser Ser Asp Ser Pro 

_15 -10 "5 

gec tea gec tec cga gta get ggg att aca ggc atg tgc cac cat gee 201 
Ala Ser Ala Ser Arg Val Ala Gly lie Thr Gly Met Cys His His Ala 

15 10 
tgg eta att ttt gta ttt tta gta gag atg ggg ttt cac cac gtt agt 
Trp Leu lie Phe Val Phe Leu Val Glu Met Gly Phe His His Val Ser 

15 20 25 

cag tct ggt etc aaa etc ctg acc tea age aat ctg ccc gee teg gee 
Gin Ser Gly Leu Lys Leu Leu Thr Ser Ser Asn Leu Pro Ala Ser Ala 



249 



297 



303 



<210> 362 
<211> 202 
<212> DNA 



271 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 24 . .200 

<221> sig_j>eptide 
<222> 24. .80 
<223> score 8.2 

seq QVLALVLVAALWG/GT 



<400> 362 ^ „ 

aagtagaaga cagcggcgtt gcc atg gcg gcg tct ctg ggg cag gtg ttg get 

Met Ala Ala Ser Leu Gly Gin Val Leu Ala 
-15 -10 
ctg gtg ctg gtg gcc get ctg tgg ggt ggc acg cag ccg ctg ctg aag 101 
Leu Val Leu Val Ala Ala Leu Trp Gly Gly Thr Gin Pro Leu Leu Lys 

-5 1 5 

egg gcc tec gcc ggc ctg cag egg gtt cat gag ccg acc tgg gcc cag 
Arg Ala Ser Ala Gly Leu Gin Arg Val His Glu Pro Thr Trp Ala Gin 

yi io is 20 

^ cag ttg eta cag gag atg aag acc etc ttc ttg aat act gag tac ctg 
W Gin Leu Leu Gin Glu Met Lys Thr Leu Phe Leu Asn Thr Glu Tyr Leu 

25 202 
*y atg cc 





Met 






40 




fU 


<210> 


363 




<211> 


243 


.3*1 


<212> 
<213> 


DNA 

Homo sapiens 




<220> 






<221> 


CDS 




<222> 


79. .243 




<221> 
<222> 


sig_jpeptide 
79. .150 




<223> 


score 3 . 8 

seq XVFXFXFLXRXLX/XX 



149 



197 



60 
111 



<400> 363 . . . ... 

tttttgacat cytattaata gecattctgg ctggtgtcag gtggtatctc attgtggttt 
cgattttgga tttctcta atg att agt aat ggt aag ttt ttt tgt ttt ttt 
* Met He Ser Asn Gly Lys Phe Phe Cys Phe Phe 

-20 "15 
ttk gtt ttt kgt ttt tkg ttt ttg ara egg asy ttg eye tkg yeg ccc 159 
Xaa Val Phe Xaa Phe Xaa Phe Leu Xaa Arg Xaa Leu Xaa Xaa Xaa Pro 

-10 "5 1 

agg ctg gag tgc aat ggm aar aye teg gey cac tgm aac etc cgc etc 207 
Arg Leu Glu Cys Asn Gly Lys Xaa Ser Ala His Xaa Asn Leu Arg Leu 



272 



5 

ctg agt 
Leu Ser 
20 



yea age 
Xaa Ser 



aat tcy 
Asn Ser 
25 



10 

ctk gec 
Leu Ala 



tea gee 
Ser Ala 



15 
ccc cga 
Pro Arg 
30 



<210> 364 
<211> 202 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 46. .201 



<221> sig_peptide 
<222> 46. .156 
<223> score 4.3 

seq LELMASSDLPASA/SQ 



<400> 364 

agegattett ctgcctcagc ctcctgagta gctgagatta caagc atg cgc cac cat 57 
3 Met Arg His His 

-35 

acc cag eta att ttt gta ttt tta gtt gag atg ggg ttt cac tat att 105 
Thr Gin Leu He Phe Val Phe Leu Val Glu Met Gly Phe His Tyr He 

_ 30 "25 -20 

ggc cag get gat etc gaa etc atg gec teg agt gat ctg cct gee tea 153 
Gly Gin Ala Asp Leu Glu Leu Met Ala Ser Ser Asp Leu Pro Ala Ser 

-15 -10 " 5 

gee tec caa agt get ggg att aca ggc gtg acs acc atg ccc cgc cga c 202 
Ala Ser Gin Ser Ala Gly He Thr Gly Val Thr Thr Met Pro Arg Arg 
15 10 15 



<210> 365 
<211> 244 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 89. .244 



<221> sigj>eptide 
<222> 89. .154 
<223> score 4 .4 

seq LVIPALWEAEVGG/SP 



caaacagaaa attttataag aaaattgttt ttctaaattt tattttgata gtaacacata 60 
qgttttgtct gtgctagtta aaacatgg atg ttc ggc egg gcg tgg tgg etc 112 

Met Phe Gly Arg Ala Trp Trp Leu 
-20 "15 



273 



atg ctt gta ate cca gca ctt tgg gag gec gag gtg ggc gga tea cct 
Met Leu Val He Pro Ala Leu Trp Glu Ala Glu Val Gly Gly Ser Pro 



-10 



5 

ggg att gca ggc atg tec cac cat gee cag act tta 

Gly He Ala Gly Met Ser His His Ala Gin Thr Leu 
20 25 30 



160 



.-5 1 

gag etc acg agt tea age aat cct tct gtc teg gec tcv vaa agt get 208 

Glu Leu Thr Ser Ser Ser Asn Pro Ser Val Ser Ala Ser Xaa Ser Ala 

10 15 



244 



<210> 366 
<211> 261 
<212> DNA 
<213> Homo sapiens 



35= 



<220> 
<221> CDS 
<222> 98. .259 

<221> sigjpeptide 
<222> 98 . .199 
<223> score 9.2 

seq WWCLFLRQSLA/LS 



<400> 366 

tgtttaggtt attgattgga ttttttttta agtatcagag catactactc tacattttcc 60 
tataagcact gtttctgctg catcccatgt ttttgga atg gta ctt tat ctt ttt 

Met Val Leu Tyr Leu Phe 
-30 



115 



gtt ttc att ttc att cat etc aac ttg ttt ttt teg ggg tct ttt gtt 
Val Phe He Phe He His Leu Asn Leu Phe Phe Ser Gly Ser Phe Val 

-25 "20 -15 

gtt gtw gtt tgt ttg ttt ttg aga cag agt etc get ctg tea cac agg 
Val Val Val Cys Leu Phe Leu Arg Gin Ser Leu Ala Leu Ser His Arg 

-10 -5 1 

ctg aag tgc agt ggc atg ate tea get cac tgc aac etc tgc etc ccg 
Leu Lys Cys Ser Gly Met He Ser Ala His Cys Asn Leu Cys Leu Pro 
5 10 15 20 



gg 



163 



211 



259 



261 



<210> 367 
<211> 202 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 46. .201 



<221> sig_peptide 
<222> 46. .156 
<223> score 4.3 

seq LELMASSDLPASA/SQ 



274 



y 




aqcsattctt ctgcctcagc ctcctgagta gctgagatta caagc atg cgc cac cat 57 
y 3 Met Arg His His 



-35 

. . . . i 4-*--* afn noa ttt CaC tat 

acc 



<400> 368 ^ ^ 

+ atg etc ttg teg ccc agg ctg gag tgc agt gac gcg ate teg get cac 
O Met Leu Leu Ser Pro Arg Leu Glu Cys Ser Asp Ala He Ser Ala His 
3 -35 "30 ' 2S 

~ tgc aac etc cgc etc ctg ggt tea aac gat tct ctt gec tta gee tec 
Cys Asn Leu Arg Leu Leu Gly Ser Asn Asp Ser Leu Ala Leu Ala Ser 

-20 "15 -10 

ctg agg eta gga att aca ggc acc cgc cgc cac ccc tgg eta att ttt 
Leu Arg Leu Gly He Thr Gly Thr Arg Arg His Pro Trp Leu He Phe 

.5 15 
gta ttt tta gta gag aca grg ttt cgc cat gtt age cag get ggt etc 
Val Phe Leu Val Glu Thr Xaa Phe Arg His Val Ser Gin Ala Gly Leu 
10 15 20 25 

gaa etc ctg acc tea ggt gat cca ccc acc teg gee tec 
Glu Leu Leu Thr Ser Gly Asp Pro Pro Thr Ser Ala Ser 
30 35 

<210> 369 
<211> 203 
<212> DNA 

<213> Homo sapiens 
<220> 



105 



153 



acc cag eta att ttt gta ttt tta gtt gag atg ggg ttt cac tat att 
Thr Gin Leu He Phe Val Phe Leu Val Glu Met Gly Phe His Tyr He 

_ 30 -25 "20 

ggc cag get gat etc gaa etc atg gee teg agt gat ctg cct gee tea 
Gly Gin Ala Asp Leu Glu Leu Met Ala Ser Ser Asp Leu Pro Ala Ser 

-15 -10 " 5 

gec tec caa agt get ggg att aca ggc gtg asc acc atg ccc cgc cga c 202 
Ala Ser Gin Ser Ala Gly He Thr Gly Val Xaa Thr Met Pro Arg Arg 
15 10 15 

<210> 368 

<211> 231 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 1. .231 

<221> sigjpeptide 
<222> 1. .117 
<223> score 4.2 

seq S L ALAS LRLG I TG / TR 



48 



96 



144 



192 



231 



275 



<221> CDS 
<222> 43 . .201 

<221> sig_peptide 
<222> 43 . .138 
<223> score 4 .7 

seq FVCLFVFKTESHS/VT 



Mi 



4sJ 

1U 



<400> 369 

tctggactta ayaaaaattg aacatgtacc attattcttt tc atg aca ttt aaa 54 

Met Thr Phe Lys 
-30 

act cct caa aat caa gag cgc aca get ctg cct cag ttt tgt ttt ttt 102 
Thr Pro Gin Asn Gin Glu Arg Thr Ala Leu Pro Gin Phe Cys Phe Phe 

-25 -20 -15 

gtt tgt ttg ttt gtt ttt aag aca gag tct cac tct gtc acc cag get 150 
Val Cys Leu Phe Val Phe Lys Thr Glu Ser His Ser Val Thr Gin Ala 

-10 -5 1 

gga gtg cag tgg tgt gat ctt ggc tea ctg caa cct ctg cct ccc ggg 198 
Gly Val Gin Trp Cys Asp Leu Gly Ser Leu Gin Pro Leu Pro Pro Gly 
5 10 15 20 

ttc tt 203 
Phe 

<210> 370 
<211> 316 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 145. .315 

<221> sig_peptide 
<222> 145 . .273 
<223> score 4.5 

seq LELLTSGDPPALA/SQ 



<400> 370 

tggtcaattt tgttttaaga ctgagtttca ctcttgttgc ccaggctgga gtgcaatggc 60 
aegatctegg ctcactgcaa cctccacctc ctgagttcaa gtgattctcc tgcctcagta 120 
tctcgagtag ctgagattac aggc atg cac cac cac gec tgg eta ttt att 171 

Met His His His Ala Trp Leu Phe lie 
-40 -35 
tat tta ttt tta ttt tta ttt ttt ttt agt aga gac aga ttt ttc cat 219 
Tyr Leu Phe Leu Phe Leu Phe Phe Phe Ser Arg Asp Arg Phe Phe His 

-30 -25 -20 

gtt ggt cag get ggt etc gaa etc ctg acc tea gga gat cca ccc gee 267 
Val Gly Gin Ala Gly Leu Glu Leu Leu Thr Ser Gly Asp Pro Pro Ala 

-15 -10 -5 

ttg gec tec caa act get ggg att ata ggc atg age cac cgt gec egg c 316 
Leu Ala Ser Gin Thr Ala Gly lie lie Gly Met Ser His Arg Ala Arg 



276 



15 10 

<210> 371 
<211> 185 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 33 . . 185 

<221> sig_peptide 
<222> 33 . . 131 
<223> score 5.5 

seq S L CLLTVAVLVLT / FK 



<400> 371 

aatgaagggt actagaacac ctgcccatcc at atg gga aaa aaa aaa ate tgg 53 

Met Gly Lys Lys Lys lie Trp 
-30 

acc cct age tea tat ccc atg ccc agt cat aaa cat gta tec eta tgt 101 

Thr Pro Ser Ser Tyr Pro Met Pro Ser His Lys His Val Ser Leu Cys 

-25 -20 -15 

ctt eta acg gtt gca gtt tta gtt ctt aca ttt aag tct tta att cat 149 

Leu Leu Thr Val Ala Val Leu Val Leu Thr Phe Lys Ser Leu lie His 

-10 -5 15 

ttt gag tda att ttt gca tat gag ata ggg gtc cag 185 

Phe Glu Xaa He Phe Ala Tyr Glu He Gly Val Gin 
10 15 

% <210> 372 

J <211> 322 

^ <212> DNA 

M <213> Homo sapiens 



<220> 
<221> CDS 
<222> 111. .320 



<221> sig_peptide 
<222> 111. .215 
<223> score 6.3 

seq LFFLDGVSLRAQA/GV 



<400> 372 

tttgtatctt tgttagagac garkttctcc atgttggtca gactggtctt gaactcctga 60 
gctcaagtta tctacctgtc ttggcctccc atagtgctgg gattacaggc atg age 116 

Met Ser 
-35 

cac cat gee egg ccc gtt atg ccc ttt tgc ttt ata ttt ttc gtt ttt 164 
His His Ala Arg Pro Val Met Pro Phe Cys Phe He Phe Phe Val Phe 
-30 -25 -20 



277 



caa att ttc ttt ctt ttt 
Gin lie Phe Phe Leu Phe 
-15 

get gga gtg cag tgg cac 
Ala Gly Val Gin Trp His 

1 5 
tgg ttc aag caa ttc gec 
Trp Phe Lys Gin Phe Ala 
20 

agn cgm acg cca at 
Xaa Arg Thr Pro 
35 



ttt tta gac gga gtc teg 
Phe Leu Asp Gly Val Ser 
-10 

gat ate ggc tea ctg edd 
Asp lie Gly Ser Leu Xaa 
10 

tgc etc age etc cca agt 
Cys Leu Ser Leu Pro Ser 
25 



etc cgt gee cag 212 

Leu Arg Ala Gin 

-5 

yet cca cct ccc 260 
Xaa Pro Pro Pro 
15 

age tgg gat tac 308 
Ser Trp Asp Tyr 
30 

322 





<210> 


373 




<211> 


175 




<212> 


DNA 




<213> 


Homo sapiens 




<220> 






<221> 


CDS 


m 


<222> 


15. .173 




<221> 


sig_peptide 


yj 


<222> 


15. .53 


r-fl 


<223> 


score 4 . 9 






seq MWCACSSSCLRG/LR 









tgc gee tgt agt tec age tgc ttg agg 50 
Cys Ala Cys Ser Ser Ser Cys Leu Arg 
-10 -5 

ttg aac ctg gga agt gga agt cac agt 98 
Leu Asn Leu Gly Ser Gly Ser His Ser 

10 15 
act tec arg gyt ggg cam cag aat gag 146 
Thr Ser Xaa Xaa Gly Xaa Gin Asn Glu 

25 30 
aaa aaa aa 175 
Lys Lys 
40 



Q <400> 373 

ffj tggceggget gggc atg gtg gtg 
^1 Met Val Val 

999 ct 9 a 99 c 99 9 a 9 aat cac 
^ Gly Leu Arg Arg Glu Asn His 

Q 1 5 

gag cca aga teg tgc cay tac 

Glu Pro Arg Ser Cys His Tyr 

20 

act ccg tct caa aaa aaa aaa 

Thr Pro Ser Gin Lys Lys Lys 
35 



<210> 374 
<211> 263 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 102 . .263 



<221> sig_peptide 
<222> 102 . .230 
<223> score 3.7 



278 



seq VWCLXLKLVPALC/IS 



£?3 



-.Ft 



IU 



<400> 374 

tcccagcaga agggyyagcg cctggctgtc agcagcgtgt gcctcaggag ggatctgcgg 60 
tgacggggtt gttacttcag taggatgagg aagagtcaca a atg egg ggt tgg mmg 116 

Met Arg Gly Trp Xaa 
-40 

get cct get tgg aga sgh ytg arc acy agg aga eta cca atg ggg age 164 
Ala Pro Ala Trp Arg Xaa Leu Xaa Thr Arg Arg Leu Pro Met Gly Ser 

-35 -30 -25 

agg cac ggt gee age ccg gec tct gee gtc tgg tgt ctg tmc etc aag 212 
Arg His Gly Ala Ser Pro Ala Ser Ala Val Trp Cys Leu Xaa Leu Lys 

-20 -15 -10 

tta gtc cca get ttg tgc att age ggg etc ace etc gga ate cag gga 260 
Leu Val Pro Ala Leu Cys lie Ser Gly Leu Thr Leu Gly lie Gin Gly 

-5 15 10 

ttc 263 
Phe 

<210> 375 
<211> 304 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 141. .302 

<221> sig_peptide 
<222> 141. .245 
<223> score 8.7 

seq LLLSVAFNQLVFA/LY 



<400> 375 

tttctcatca atttcttget tctctggcaa cctcaacctc tgattcctga ggccaataaa 60 

actgaaactt tetgettgag ctcttgtttt gecaggctga tggggctgag gtgcaccctc 12 0 

tgaggaaaag ctgtaaatac atg gat ttt acc caa tgc cat tec ctt ctt tta 173 

Met Asp Phe Thr Gin Cys His Ser Leu Leu Leu 
-35 -30 -25 

a 99 9 tt: 9 aa tat tct cca gtg tct 9 tc t 9 c tt:t tta tta ctt tcc 9 tt: 22 1 

Arg Val Glu Tyr Ser Pro Val Ser Val Cys Phe Leu Leu Leu Ser Val 

-20 -15 -10 

gee ttc aat cag ttg gtt ttt get ttg tat cca ata caa get acw btc 269 
Ala Phe Asn Gin Leu Val Phe Ala Leu Tyr Pro lie Gin Ala Thr Xaa 

-5 15 
tgt ttc tct dda gtt tct etc cct ttc ccc get ca 304 
Cys Phe Ser Xaa Val Ser Leu Pro Phe Pro Ala 
10 15 

<210> 376 
<211> 237 
<212> DNA 



279 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 60. .236 

<221> sig_peptide 
<222> 60. .179 
<223> score 3.5 

seq SLAHCSLCLPGSS/DS 



<400> 376 

cccatttaca gatgaggaaa ctaacagaga gaaatgactt ctaaggttgt acagctaaa 59 

atg gta atg eta atg eta ata tat ata tat atk tkk rga egg agt etc 107 

Met Val Met Leu Met Leu lie Tyr lie Tyr Xaa Xaa Xaa Arg Ser Leu 

-40 -35 -30 -25 

get ctg ttg enc agg ctg gag tgg cag gat etc age tta get cac tgc 155 

Ala Leu Leu Xaa Arg Leu Glu Trp Gin Asp Leu Ser Leu Ala His Cys 

-20 -15 -10 

age etc tgc etc cct ggt tec agt gat tct cct gee teg gee tec tgg 203 
Ser Leu Cys Leu Pro Gly Ser Ser Asp Ser Pro Ala Ser Ala Ser Trp 

-5 15 
gta get gag att ata ggc atg cac cac cac gee c 237 
Val Ala Glu He He Gly Met His His His Ala 
10 15 

<210> 377 
<211> 259 



<212> DNA 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 77. .259 

<221> sigjeptide 
<222> 77. .121 
<223> score 5.4 

seq LLEALAPSGGSRG/KK 



<400> 377 

tacctggaaa gaacagaaat ttgttaattt acaggtctga aggtgagaaa tctgaaatta 60 
gtcttacaaa actaaa atg aag ttg ttg gaa gee ttg get cct tct gga ggt 112 
Met Lys Leu Leu Glu Ala Leu Ala Pro Ser Gly Gly 













15 










L0 








-5 




tec 


agg 


gga 


aaa 


aag 


tat 


gtt 


tec 


ttg 


act 


ttc 


cag 


cck 


sta 


cag 


gee 


Ser Arg Gly Lys 


Lys 


Tyr 


Val 


Ser 


Leu 


Thr 


Phe 


Gin 


Pro 


Xaa 


Gin 


Ala 








1 








5 










10 








cac 


age 


att 


cct 


get 


tgc 


age 


cct 


atg 


tea 


tgt 


cac 


ctg 


tec 


tct 


tgg 


His 


Ser 


He 


Pro 


Ala 


Cys 


Ser 


Pro 


Met 


Ser 


Cys 


His 


Leu 


Ser 


Ser 


Trp 




15 










20 










25 










tgc 


tgt 


cat 


tgt 


cac 


aat 


gee 


ttc 


ttt 


ctg 


acc 


ctg 


tea 


ttc 


ctg 


gec 



280 



Cys Cys His Cys His Asn Ala Phe Phe Leu Thr Leu Ser Phe Leu Ala 

30 35 40 45 

tec 259 

Ser 



<210> 378 

<211> 291 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 104 . .289 



<221> sig_peptide 
<222> 104 . . 154 
<223> score 3.6 

seq VIFVSLXXYSIYS/RX 



%s 


<400> 378 


























y \ 
Mi 


ttaaaaacat cagcatgtgt ctagtgtata 


aaatacatat 


gcaccaagat ggtctgtatt 




catcttgtga tttttttttt tttaaataca 


gaatatatgc 


tgg 


atg 


att 


twa 


ttk 


























Met 


He 


Xaa 


Xaa 






























-15 




. F~ 


gth 


att 


ttt gtw 


agy 


etc 


akg 


tkg 


tac 


tct 


att 


tac 


agt 


agg 


yet 


ttt 


±¥% 


Val 


He 


Phe Val 


Ser 


Leu 


Xaa 


Xaa 


Tyr 


Ser 


He 


Tyr 


Ser 


Arg 


Xaa 


Phe 








-10 










-5 










1 








tkt 


gtt 


tkg ttt 


teg 


awa 


cag 


age 


ttc 


get 


ctt 


gtg 


acc 


agg 


ctg 


gag 


?=a s 


Xaa 


Val 


Xaa Phe 


Ser 


Xaa 


Gin 


Ser 


Phe 


Ala 


Leu 


Val 


Thr 


Arg 


Leu 


Glu 


UN 




5 








10 










15 










= w? 


tds 


aat 


ggc aca 


ate 


tea 


get 


cac 


tgc 


aac 


etc 


cac 


ctt 


ckg 


ggt 


tea 




Xaa 


Asn 


Gly Thr 


He 


Ser 


Ala 


His 


Cys 


Asn 


Leu 


His 


Leu Xaa Gly 


Ser 




20 








25 










30 










35 




agt 


gat 


tcy cck 


gec 


tea 


gee 


tec 


caa 


gta 


gc 














Ser 


Asp 


Ser Pro 


Ala 
40 


Ser 


Ala 


Ser 


Gin 


Val 
45 















60 
115 



163 



211 



259 



291 



<210> 379 
<211> 158 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 1. .156 



<221> sig_peptide 
<222> 1. .144 
<223> score 5 

seq VWWSSSPCVPG/EV 



<400> 379 



281 



atg gat tea ata acg cca 
Met Asp Ser lie Thr Pro 
-45 

tec acc ctg gat gga ctg 
Ser Thr Leu Asp Gly Leu 
-30 

gaa ttt gtt gtt gtt gtt 
Glu Phe Val Val Val Val 
-15 

gaa gtt gca gtg at 
Glu Val Ala Val 



gag ctt aaa aaa cac cac 
Glu Leu Lys Lys His His 
-40 

gtt cag aaa cac tgg ggc 
Val Gin Lys His Trp Gly 
-25 

gtt gtt tea agt tec cca 
Val Val Ser Ser Ser Pro 
-10 -5 



aaa ttc tea ggc 48 
Lys Phe Ser Gly 
-35 

aat gga ttt tgg 96 

Asn Gly Phe Trp 

-20 

tgt gtt cct ggc 144 
Cys Val Pro Gly 

158 



<210> 380 
<211> 267 
<212> DNA 
<213> Homo sapiens 



yi 



<220> 
<221> CDS 
<222> 14 . .265 



49 



r! <221> sigjpeptide 

<222> 14. .82 

^ <223> score 4.5 

43 seq LELLTSGDPPALA/SQ 

Q <400> 380 

atttttagta gaa atg ggg ttt cac cat gtt age cag get ggt etc gaa 
Met Gly Phe His His Val Ser Gin Ala Gly Leu Glu 
* -20 -15 

J etc ctg acc tea ggt gat cct ccc get ttg gee tct caa agt get ggg 97 
Leu Leu Thr Ser Gly Asp Pro Pro Ala Leu Ala Ser Gin Ser Ala Gly 

-10 -5 15 

att aca gat gtg age cac cgt gec cgc cct caa aat aaa aat gta gaa 145 
lie Thr Asp Val Ser His Arg Ala Arg Pro Gin Asn Lys Asn Val Glu 

10 15 20 

aac att gat ttt ggt gga tct ate ttg aca acc ata ttt etc cgt gag 193 
Asn He Asp Phe Gly Gly Ser He Leu Thr Thr He Phe Leu Arg Glu 

25 30 35 

aag ctt cag ctg ttc etc ctt ctt cgt gtc cat ctt ctg aaa tgc cct 241 
Lys Leu Gin Leu Phe Leu Leu Leu Arg Val His Leu Leu Lys Cys Pro 

40 45 50 

gtt ggc att ata gta caa aac cac ca 267 
Val Gly He He Val Gin Asn His 
55 60 



<210> 381 

<211> 296 

<212> DNA 

<213> Homo sapiens 



<220> 



282 



<221> CDS 
<222> 108. .296 

<221> sig_peptide 
<222> 108. .176 
<223> score 5.4 

seq LELLTSTDPPASA/SQ 



<400> 381 

acctccacct tccaggttca agtgatcctc ctgcctcagc ctcccaagta gctgggatta 60 
caggcgagag ccaccatgcc cagctaattt ttgtattttc agtaaag atg ggg ttt 116 

Met Gly Phe 

cac cat gtt ggc cag get ggt etc gaa etc ctg acc tea act gat cca 164 
His His Val Gly Gin Ala Gly Leu Glu Leu Leu Thr Ser Thr Asp Pro 
-20 -15 -10 -5 

ccc gee teg gec tea caa agt get ggg att aca tgc gtg ags cac tgc 212 
Pro Ala Ser Ala Ser Gin Ser Ala Gly He Thr Cys Val Xaa His Cys 

15 10 
gec cca cca ttc tgc ttt gtc tat gaa ttt gac tgc tct ggg tat ctt 260 
Ala Pro Pro Phe Cys Phe Val Tyr Glu Phe Asp Cys Ser Gly Tyr Leu 
_ 15 20 25 

fl acg aaa gcg gaa ttg gtg ggg cgc agt ggc tea cgc 
^ Thr Lys Ala Glu Leu Val Gly Arg Ser Gly Ser Arg 
30 35 40 



sm 



Til 

J5! 



<210> 382 
<211> 266 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 43 . .264 

<221> sigjpeptide 
<222> 43. .135 
<223> score 4 

seq FLSFLKILRQGLA/LS 



296 



<400> 382 

tatttggcaa ttagtgcttg tattttaatt ttcatttcac at atg tgt tec att 54 

Met Cys Ser He 
-30 

ttc eta acy aag att gaa ata age cat etc eta tta ggt att ttt ctt 102 
Phe Leu Thr Lys He Glu He Ser His Leu Leu Leu Gly He Phe Leu 

-25 -20 -15 

tct ttt tta aaa att ttg aga cag ggt ctt get ctg tea etc agg ctg 150 
Ser Phe Leu Lys He Leu Arg Gin Gly Leu Ala Leu Ser Leu Arg Leu 

-10 -5 1 ■ 5 

gag tgc aga ggt gca ate atg get cag tgc aac ate cac etc cca ggc 198 
Glu Cys Arg Gly Ala He Met Ala Gin Cys Asn He His Leu Pro Gly 
10 15 20 



283 



tea age gat cct gec ccc tea ccc tct ggc gta stg gga cca cag gtg 
Ser Ser Asp Pro Ala Pro Ser Pro Ser Gly Val Xaa Gly Pro Gin Val 

25 30 35 

cgc ace acc atg ccc ggc ag 
Arg Thr Thr Met Pro Gly 
40 



<210> 383 
<211> 282 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 64. .282 



Ul 



, 35 



<221> sig__peptide 
<222> 64 . .162 
<223> score 8.1 

seq LFCFVLFCFVLFC/FV 



60 
108 



<400> 383 

acactatttt cttacaagag tcctaataac tgattagggc tcttgtaaga gecactaaat 
cca atg get aca gtc aca aga ata ccc tgt gaa tgc cag ctt eta gtt 
Met Ala Thr Val Thr Arg He Pro Cys Glu Cys Gin Leu Leu Val 
03 -30 -25 -20 

b etc cat tgg tgt gtt ttg ttt tgt ttt gtt ttg ttt tgt ttt gtt ttg 156 

f*l Leu His Trp Cys Val Leu Phe Cys Phe Val Leu Phe Cys Phe Val Leu 
Wi -15 -10 -5 

K ttt tgt ttt gtt ttg ttt gag aca ggg tct cag tct gtt gec cag get 2 04 

l 'i Phe Cys Phe Val Leu Phe Glu Thr Gly Ser Gin Ser Val Ala Gin Ala 

1 5 10 

O gga gta cag tea tgt gat etc tgc tea ctg caa cct cca cct cct ggg 252 
P Gly Val Gin Ser Cys Asp Leu Cys Ser Leu Gin Pro Pro Pro Pro Gly 
15 20 25 30 

etc aag cga ttc tec cag etc age etc ccc 
Leu Lys Arg Phe Ser Gin Leu Ser Leu Pro 
35 40 



282 



<210> 384 
<211> 332 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 89 . .331 



<221> sig_peptide 
<222> 89. .208 
<223> score 4.4 

seq LNLGVLMCIECSG/IH 



284 



•• •» 



a 5 



ccaagccatc cagagccaga tcctggccag cctgcagtca tgcgagagca gtaaaagcaa 60 



gtcccagctg accagccaga gtgaggcc atg gcc ctg cag teg ate caa aac 

Met Ala Leu Gin Ser He Gin Asn 
-40 -35 
atg cgt ggg aac tec cac tgc gtg gac tgt gag acc cag aat cct aag 
Met Arg Gly Asn Ser His Cys Val Asp Cys Glu Thr Gin Asn Pro Lys 

-30 "25 -20 

tag gcc agt ttg aac ttg gga gtc etc atg tgt att gaa tgt tea gga 
Trp Ala Ser Leu Asn Leu Gly Val Leu Met Cys lie Glu Cys Ser Gly 

-15 -10 " 5 

ate cac cgc agt ctt ggc acc cgc ctt tec cgt gtg cga tct ctg gag 
He His Arg Ser Leu Gly Thr Arg Leu Ser Arg Val Arg Ser Leu Glu 
15 10 15 

ctg gat gac tgg cca gtt gag etc agg aag gtt atg tea tct att ggc 
Leu Asp Asp Trp Pro Val Glu Leu Arg Lys Val Met Ser Ser He Gly 
20 25 30 

332 

aat gac eta gcc aac age ate egg gaa g 
Asn Asp Leu Ala Asn Ser He Arg Glu 



■** 35 40 





<210> 


385 




<211> 


286 




<212> 


DNA 


ISCB 

• fs 


<213> 


Homo sapiens 




<220> 






<221> 


CDS 


ru 


<222> 


119. .286 


§y 


<221> 
<222> 


sig_j?eptide 
119. .202 


5 


<223> 


score 7.6 

seq LLFLLTXPHSCXP/PS 



112 
160 
208 
256 
304 



<400> 385 

attctcagct gtgaaaggaa tattctggtg gggacaaggt tacagagttg ctgagagggt 
ctcatgacat gaaggtactg gccttggcac agtgcctggg ggggcgggga ctccgcac 
atg cct gtg atg tea cag tta ctg tea gtt cac agt gaa cct tec etc 
Met Pro Val Met Ser Gin Leu Leu Ser Val His Ser Glu Pro Ser Leu 

-25 "20 "15 

ctt ttc ctg ttg act tkc cca cac tec tgt rrc cct ccc tec etc cct 
Leu Phe Leu Leu Thr Xaa Pro His Ser Cys Xaa Pro Pro Ser Leu Pro 

-10 "5 1 

tct tec tct etc tct stc tea etc acg cac acg cac aca cac aca cac 
Ser Ser Ser Leu Ser Xaa Ser Leu Thr His Thr His Thr His Thr His 
5 10 15 20 

aca cac aca cac aca cac aca cac 
Thr His Thr His Thr His Thr His 
25 

<210> 386 



60 
118 
166 



214 



262 



286 



285 



<211> 263 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 59 . .262 

<221> sig_j?eptide 
<222> 59. .127 
<223> score 3.6 

seq VLFVAVCFLVLFX/IY 



s a e 



ru 



aag ccg ccc gag g 
Lys Pro Pro Glu 
45 

<210> 387 
<211> 377 
<212> DNA 
<213> Homo sapiens 



58 
106 



<400> 386 

tatttactta gaactgtgat cagtgctaca gaggagaata tgacctatca gatacaga 
atg att aac agt ggt tct aca cct ccc agg gtt. ctt ttt gtt get gtt 
Met He Asn Ser Gly Ser Thr Pro Pro Arg Val Leu Phe Val Ala Val 

-20 -15 -10 

tgt ttt ttg gtt tta ttt tkt att tat kka ttt att tat ttt ttt gag 154 
Cys Phe Leu Val Leu Phe Xaa He Tyr Xaa Phe He Tyr Phe Phe Glu 
W -5 1 5 

acg aak ytc act ctt gtc cct cag get gga gtg caa tgg tgc aat etc 202 
Thr Xaa Xaa Thr Leu Val Pro Gin Ala Gly Val Gin Trp Cys Asn Leu 
10 15 20 25 

age tea ctg caa cct ccg cct ccc ggg ttc agg caa ttc tec tgc etc 250 
Ser Ser Leu Gin Pro Pro Pro Pro Gly Phe Arg Gin Phe Ser Cys Leu 
30 35 40 



263 



<220> 
<221> CDS 
<222> 4. .375 



<221> sig_peptide 
<222> 4 . .93 
<223> score 5.2 

seq SLCFIFWDGVSLC/RS 



<400> 387 

tta atg gaa tgc 

Met Glu Cys 

-30 

gaa aaa teg ctt 
Glu Lys Ser Leu 
-15 



tct gta tat gga 
Ser Val Tyr Gly 
-25 

tgt ttt att ttt 
Cys Phe He Phe 

-10 



atg cca ggg gat 
Met Pro Gly Asp 
-20 

tgg gat gga gtc 
Trp Asp Gly Val 
-5 



ggg aag aga aga 4 8 

Gly Lys Arg Arg 

teg eta tgt cgc 96 
Ser Leu Cys Arg 
1 



286 



r. i 



teg gga tgg agt etc get atg teg etc agg ctg gag tgc agt age ace 144 
Ser Gly Trp Ser Leu Ala Met Ser Leu Arg Leu Glu Cys Ser Ser Thr 

5 10 15 

gta ctg get cac tgc aac etc cac etc ctg agt tea ggc gaa ttt cct 192 
Val Leu Ala His Cys Asn Leu His Leu Leu Ser Ser Gly Glu Phe Pro 

20 25 30 

get tea gee tec gaa gta get gag att ace ggc gca tgt cac cac ace 
Ala Ser Ala Ser Glu Val Ala Glu He Thr Gly Ala Cys His His Thr 

35 40 45 

cag caa att ttt gtg tkt tta ttg gag atg ggg ttt cat cat gtt ggc 
Gin Gin He Phe Val Xaa Leu Leu Glu Met Gly Phe His His Val Gly 
50 55 60 65 

cag get gtt etc aaa etc ctg atg aca agt gat ctg ctg tct tgg cct 
Gin Ala Val Leu Lys Leu Leu Met Thr Ser Asp Leu Leu Ser Trp Pro 

70 75 80 

ccc aaa gtt ctg gaa tta cca gca ggt gtg age cac cgc rh 377 
Pro Lys Val Leu Glu Leu Pro Ala Gly Val Ser His Arg 
85 90 

<210> 388 
<211> 458 
<212> DNA 
<213> Homo sapiens 



240 



288 



336 



<220> 
%0 <221> CDS 
%0 <222> 51. .458 

f*l <221> sigj>eptide 

<222> 51. .122 
^1 <223> score 7.8 
l Z seq VALLLAAAGTAVG/DR 

4^ 

O <400> 388 

acagcaggtc gtgatccggg tegggacact gectggcaga ggctgegage atg ggg 56 

Met Gly 

ccc tgg ggc tgg aaa ttg cgc tgg ace gtc gec ttg etc etc gee gcg 104 
Pro Trp Gly Trp Lys Leu Arg Trp Thr Val Ala Leu Leu Leu Ala Ala 

-20 -15 -10 

gcg ggg act gca gtg ggc gac aga tgc gaa aga aac gag ttc cag tgc 152 
Ala Gly Thr Ala Val Gly Asp Arg Cys Glu Arg Asn Glu Phe Gin Cys 

-5 15 10 

caa gac ggg aaa tgc ate tec tac aag tgg gtc tgc gat ggc age get 
Gin Asp Gly Lys Cys He Ser Tyr Lys Trp Val Cys Asp Gly Ser Ala 

15 20 25 

gag tgc cag gat ggc tct gat gag tec cag gag acg tgc ttg tct gtc 24 8 

Glu Cys Gin Asp Gly Ser Asp Glu Ser Gin Glu Thr Cys Leu Ser Val 

30 35 40 

ace tgc aaa tec ggg gac hhc age tgt ggg ggc cgt gtc aac cgc tgc 
Thr Cys Lys Ser Gly Asp Xaa Ser Cys Gly Gly Arg Val Asn Arg Cys 

45 50 55 

att cct cag ttc tgg agg tgc gat ggc caa gtg gac tgc gac aac ggc 344 
He Pro Gin Phe Trp Arg Cys Asp Gly Gin Val Asp Cys Asp Asn Gly 



200 



296 



287 



60 65 70 

tea gac gag caa ggc tgt ccc ccc aag acg tgc tec cag gac gag ttt 
Ser Asp Glu Gin Gly Cys Pro Pro Lys Thr Cys Ser Gin Asp Glu Phe 
75 80 85 90 

cgc tgc cac gat ggg aag tgc ate tct egg cag ttc gtc tgt gac tea 
Arg Cys His Asp Gly Lys Cys He Ser Arg Gin Phe Val Cys Asp Ser 

95 100 105 

gac egg gac tgc ttg gac 
Asp Arg Asp Cys Leu Asp 
110 



<210> 389 
<211> 349 
<212> DNA 
<213> Homo sapiens 



ill 



<220> 
<221> CDS 
<222> 119. .349 

<221> sig_peptide 
<222> 119. .190 
<223> score 11 

seq LVLLFTLVQRSNG/ EC 



<400> 389 

s agatgegggd sgacastgac ttgetgagae cdrggcgggg aggegeggae vccrgtgtgg 60 

Pi tccttgcgcc gctgacttct ccactggttc ctgggcaccg aaagataaac ctctcaka 118 
«1 atg aag gec ccc get gtg ctt gca cct ggc ate etc gtg etc ctg ttt 166 
iH Met Lys Ala Pro Ala Val Leu Ala Pro Gly He Leu Val Leu Leu Phe 
iM -20 -15 -10 

*P ace ttg gtg cag agg age aat ggg gag tgt aaa gag gca eta gca aag 214 
O Thr Leu Val Gin Arg Ser Asn Gly Glu Cys Lys Glu Ala Leu Ala Lys 
O -5 15 

tec gag atg aat gtg aat atg aag tat cag ctt ccc aac ttc acc gca 
Ser Glu Met Asn Val Asn Met Lys Tyr Gin Leu Pro Asn Phe Thr Ala 

10 15 20 

gaa aca ccc ate cag aat gtc att eta cat gag cat cac att ttc ctt 310 
Glu Thr Pro He Gin Asn Val He Leu His Glu His His He Phe Leu 
25 30 35 40 

ggg gec act aac tac att tak gtt tta aat gag gaa gac 
Gly Ala Thr Asn Tyr He Xaa Val Leu Asn Glu Glu Asp 
45 50 



262 



349 



<210> 390 

<211> 433 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 268 . .432 



288 



<221> sig_peptide 
<222> 268 . .411 
<223> score 4.1 

seq FTTLSNLSLPSQT/KD 



*0 



o 

= y 



<210> 


391 


<211> 


210 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


47 . .208 


<221> 


sig_peptide 


<222> 


47. .118 


<223> 


score 4 . 6 




seq SLLLYSLPLNIIG/LN 



<400> 390 

cgtccatcag atcctgaccc taaggctggt gactttgtag ctatgaaagc aggaaatgaa 60 
ggcatagtac aatttcctaa agatgaaaaa caatatcttg ttcccctctg tttttgttat 120 
tacaagaaat aatctatcta ctactcgtca gcacctgtct ttgtgtctga agccaagaat 180 
aaattcatca acttggtagc cactgctgca actgaagcca accgcagtca atgttggcta 240 
tatgttgagt tgccggaggc gcctgga atg tgc tac ctt gca gaa ttg tec ctg 2 94 

Met Cys Tyr Leu Ala Glu Leu Ser Leu 
-45 -40 
aca aca ttt ckv mat ggc tat att gtt acc agt agg gec aca aca aca 
Thr Thr Phe Xaa Xaa Gly Tyr lie Val Thr Ser Arg Ala Thr Thr Thr 

-35 -30 -25 

aca aca ctt gca ate caa cct ggg ctt cct ttc acc aca eta age aat 
Thr Thr Leu Ala He Gin Pro Gly Leu Pro Phe Thr Thr Leu Ser Asn 

-20 -15 -10 

eta tct ttg cca agt cag aca aaa gat gaa etc cac cct ccc t 433 
^ Leu Ser Leu Pro Ser Gin Thr Lys Asp Glu Leu His Pro Pro 
H -5 15 



342 



390 



<400> 391 

tagcaataga aagagecaga atatgtgctt tagtttgttt taatga atg tat cct 

Met Tyr Pro 



tea 


ctt 


tta 


gtt 


gac 


tat ttc cct 


agt 


ctt 


ttg 


eta 


tac 


agt 


tta 


ccc 


Ser 


Leu 


Leu 


Val 


Asp 


Tyr Phe Pro 


Ser 


Leu 


Leu 


Leu 


Tyr 


Ser 


Leu 


Pro 




-20 








-15 








-10 










ttg 


aac 


ate 


ata ggt 


ttg aac tgt 


gca 


tat 


cca 


ctt 


ata 


aat 


aat 


ttt 


Leu 


Asn 


He 


He 


Gly Leu Asn Cys 


Ala 


Tyr 


Pro 


Leu 


He 


Asn 


Asn 


Phe 


-5 










1 




5 










10 




tta 


aaa 


aat 


aat 


agt 


tac act tgt 


gtg 


cvt 


gtc 


cct 


ctt 


get 


ttc 


cct 


Leu 


Lys 


Asn 


Asn 


Ser 


Tyr Thr Cys 


Val 


Xaa 


Val 


Pro 


Leu 


Ala 


Phe 


Pro 






15 






20 










25 






tec 


atg 


ccg 


tc 






















Ser 


Met 


Pro 

























30 



289 



<210> 392 

<211> 261 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 80 . .259 

<221> sig_peptide 
<222> 80. .199 
<223> score 6.1 

seq ICIGILVLPFIRC/CC 



<400> 392 

agaataggat nattcactgg taataataga gtcattaaga aatattaagc attgcagcta 60 
« aaaattgaac aaccctgta atg ata cat tta aga att att caa agg tgc tac 112 
% Met He His Leu Arg He He Gin Arg Cys Tyr 

-40 -35 -30 

atg gca ggg tta gag aat aaa aag aac gtg gtg ttt gaa gca aaa cag 160 
^ Met Ala Gly Leu Glu Asn Lys Lys Asn Val Val Phe Glu Ala Lys Gin 
W -25 -20 -15 

yS ate tgt att ggc ate ttg gtt etc cct ttt ate aga tgt tgt tgc ctt 208 
*3 He Cys He Gly He Leu Val Leu Pro Phe He Arg Cys Cys Cys Leu 
J -10 -5 1 

gtg caa ate aca ttt tct ctg agt etc cat ttt etc att tat aac atg 256 
« Val Gin He Thr Phe Ser Leu Ser Leu His Phe Leu He Tyr Asn Met 

egg eg 261 



Arg 
20 



Q <210> 393 
<211> 340 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 71. .340 

<221> sig_peptide 
<222> 71. .148 
<223> score 5.5 

seq AMFLLSYAXPSCG/RS 



<400> 393 

gttctcaggg tgtgtggaat caactttccg gaagcaacca gcccaccaga ggaggtcccg 
agegegasgh atg acg atg cag egg aga ctg gtt cag cag tgg age gtc 
Met Thr Met Gin Arg Arg Leu Val Gin Gin Trp Ser Val 
-25 -20 -15 



290 



gcg 


atg 


ttc 


ctg 


ctg 


age 


cac 


9 C 9 


ntg 


ccc 


tec 


ugc 


ggg 


cgc 


t" CCS 


y »~y 


Ala 


Met 


Phe 


Leu 


Leu 


Ser 


Tyr 


Ala 


Aaa 


Pro 


Ser 


L.ys 


Gly Arg 




Val 








-10 










- b 










n 






gag 


ggt 


etc 


age 


cgc 


cgc 


etc 


aaa 


aga 


get 


9t9 


etc 


y ct d 


cat 


c* a CI 


etc 


Glu 


Gly 


Leu 


Ser 


Arg 


Arg 


Leu 


Lys 


Arg 




Vol 




Glu 


His 


Gin 


Leu 




5 










1 u 




















etc 


cat 


gac 


aag 


ggg 


aag 


tec 


ate 


caa 


gat 


tta 


egg 


cga 


cga 


ttc 


ttc 


Leu 


His 


Asp 


Lys 


Gly Lys 


Ser 


He 


Gin 


Asp 


Leu 


Arg 


Arg 


Arg 


Phe 


Phe 


20 










25 










30 










35 


ctt 


cac 


cat 


ctg 


ate 


gca 


gaa 


ate 


cac 


aca 


get 


gaa 


ate 


aga 


get 


ace 


Leu 


His 


His 


Leu 


He 


Ala 


Glu 


He 


His 


Thr 


Ala 


Glu 


He 


Arg 


Ala 


Thr 










40 










45 










50 




teg 


gag 


gtg 


tec 


cct 


aac 


tec 


aag 


ccc 


tct 


ccc 


aac 


aac 








Ser 


Glu 


Val 


Ser 


Pro 


Asn 


Ser 


Lys 


Pro 


Ser 


Pro 


Asn 


Asn 









55 60 



<210> 394 
<211> 417 
q <212> DNA 

<213> Homo sapiens 



2tf 



<220> 
<221> CDS 
<222> 233 . .415 

<221> sig_peptide 
<222> 233 . .364 
<223> score 3.8 

seq AIASLTLNEEILA/RV 



<400> 394 

agactctgat ggctctgtag ctaactggcc catcctcaga gaetaacgea aaggaacgaa 60 
tttccaggat gttcgactat gtggagaaaa caaaaaaaaa gcaaagaaaa aaatattttt 120 
aaagawagaa rgaaggccag gtgcagtggc tcacgcctgt aatcccaaca ctttgggagg 180 
ccgaggcaga cagatcacct gaggtcagga gttcaagacc agcctggcca ac atg gag 23 8 

Met Glu 

ate tgc get gac ccc cag ttt ate att gga gga gee ace cgc aca gac 286 
He Cys Ala Asp Pro Gin Phe He He Gly Gly Ala Thr Arg Thr Asp 

-40 -35 -30 

ate tgc caa gga gec eta ggt gac trc tgg ctg ctg gca gec att gee 334 
He Cys Gin Gly Ala Leu Gly Asp Xaa Trp Leu Leu Ala Ala He Ala 

-25 -20 -15 

tec etc ace ttg aat gaa gaa ate ctg get cga gtc gtc ccc eta aac 
Ser Leu Thr Leu Asn Glu Glu He Leu Ala Arg Val Val Pro Leu Asn 
-10 -5 15 

cag age ttc cag gaa aac tat gca ggg ate ttt ca 417 
Gin Ser Phe Gin Glu Asn Tyr Ala Gly He Phe 
10 15 



382 



<210> 395 
<211> 344 
<212> DNA 
<213> Homo sapiens 



291 



<220> 
<221> CDS 
<222> 54 . .344 

<221> sig_peptide 
<222> 54 . .119 
<223> score 5.9 

seq LIYILWQLTGSAA/SG 



200 



248 



296 



<400> 395 

aatacctaag agggaagtgg cttcatttca gtggctgact tccagagagc aat atg 56 

Met 

get ggt tec cca aca tgc etc acc etc ate tat ate ctt tgg cag etc 104 
Ala Gly Ser Pro Thr Cys Leu Thr Leu lie Tyr lie Leu Trp Gin Leu 

-20 -15 -10 

aca ggg tea gca gee tct gga ccc gtg aaa gag ctg gtc ggt tec gtt 152 
Thr Gly Ser Ala Ala Ser Gly Pro Val Lys Glu Leu Val Gly Ser Val 
-5 1 5 10 

ggt ggg gec gtg act ttc ccc ctg aag tec aaa gta aag caa gtk gac 
Gly Gly Ala Val Thr Phe Pro Leu Lys Ser Lys Val Lys Gin Val Asp 

15 20 25 

tct att gtc tgg acc ttc aac aca acc cct ctt gtc acc ata cag cca 
^0 Ser He Val Trp Thr Phe Asn Thr Thr Pro Leu Val Thr He Gin Pro 
30 35 40 

gaa ggg ggc act ate ata gtg acc caa aat cgt aat agg gag aga gta 
Glu Gly Gly Thr He He Val Thr Gin Asn Arg Asn Arg Glu Arg Val 

45 50 55 

gac ttc cca gat gga ggc tac tec ctg aag etc age aaa ctg aag aag 344 
Asp Phe Pro Asp Gly Gly Tyr Ser Leu Lys Leu Ser Lys Leu Lys Lys 
60 65 70 75 

<210> 396 
<211> 480 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 216 . .479 

<221> sig_peptide 
<222> 216. .326 
<223> score 6.5 

seq LLVFFLIVRTLSC/RS 



<400> 396 

gcatccccck ktagctcaga gaagtttgtt rdgaccgatc ttctgaagee tacttctgtc 
aactcatcaa agtcattctc catccagctt tgttccatta tgggtgagga gctacgatcc 
tttggaggag aagaggcact ctgattttta gaattttcag ettttctget ctggtttcgc 
cccatctttg tggttttatc tacctteggt ctttg atg atg gtg acc tac aga 

Met Met Val Thr Tyr Arg 



292 




-35 



tgg 


ggt 


ttt ggt 


gtg 


gat 


gtc 


mtt 


ttt 


gtt 


get 


gtt 


gau 


Trp Gly 


Phe Gly Val 


Asp 


Val 


Xaa 


Phe 


Val 


Ala 


vai 


Asp 




-30 








-25 










-z 0 




ttc 


tgt 


ttg tta 


gtt 


ttc 


ttt 


eta 


ata 


gtc 


agg 


acc 


etc 


Phe 


Cys 


Leu Leu 


Val 


Phe 


Phe 


Leu 


lie 


Val 


Arg 


Thr 


Leu 


-15 






-10 










-5 






tct 


att 


gga gta 


tgc 


tgg 


agg 


tec 


dLL 


cca 


gac 


cct 


gtt 


Ser 


Val 


Gly Val 


Cys 


Trp 


Arg 


Ser 




Pro Asp 


Pro 


Val 






5 










10 










ate 


acc 


age aga 


ggc 


tgc 


aga 


aca 


gaa 


ata 


ttg 


cag 


aac 


lie 


Thr 


Ser Arg Gly 


Cys 


Arg 


Thr 


Glu 


He 


Leu 


Gin 


Asn 






20 








25 










30 


tgc 


tec 


ctg ate 


ctt 


cct 


ctg 


gaa 


get 


teg 


tct 


caa 


agg 


Cys 


Ser 


Leu lie 


Leu 


Pro 


Leu 


Glu 


Ala 


Ser Ser Gin Arg 


35 








40 










45 




tgt 


atg 


a 




















Cys 


Met 






















50 
























<210> 397 




















<211> 427 





















get att cct 281 
Ala He Pro 

age tgc agg 32 9 

Ser Cys Arg 
1 

tgc eta ggt 377 

Cys Leu Gly 

15 

age aaa tgt 42 5 

Ser Lys Cys 

ggc act gaa 473 
Gly Thr Glu 

480 



m 

f: <212> DNA 

^ <213> Homo sapiens 

C 5 <220> 

%S <221> CDS 

<222> 31. .426 



?Ta <221> sig_peptide 

Jj; <222> 31. .111 

"Z. <223> score 4.4 

HF seq TSLLSPAAGPSFC/IV 



<400> 397 

tgtgtgtttg atatcagagg agaggaatga atg tgt cat tgc cac gga ggt ata 54 

Met Cys His Cys His Gly Gly He 
-25 -20 
agg cag gag cct acc tgg aca tec ctg etc age ccc gcg get gga cct 
Arg Gin Glu Pro Thr Trp Thr Ser Leu Leu Ser Pro Ala Ala Gly Pro 

-15 -10 -5 

tec ttc tgc att gtt tac att gca tec tgg atg gga cgt ttt tea tat 
Ser Phe Cys He Val Tyr He Ala Ser Trp Met Gly Arg Phe Ser Tyr 

15 10 
gca acg tgc tgc tct cag gag gag gag gga atg gca gga acc gga cag 
Ala Thr Cys Cys Ser Gin Glu Glu Glu Gly Met Ala Gly Thr Gly Gin 

15 20 25 

act gtg aac ttg cca aga gat gca ata ccc ttc cac acc ttt ggg tgt 
Thr Val Asn Leu Pro Arg Asp Ala He Pro Phe His Thr Phe Gly Cys 
30 35 40 45 

ctg tct ggc ate aga ttg gca get gca cca acc aga gga aca gaa gag 
Leu Ser Gly He Arg Leu Ala Ala Ala Pro Thr Arg Gly Thr Glu Glu 
50 55 60 



102 



150 



198 



246 



294 



293 



aag aga gat gcc act ggg cac tgc cct gcc agt agt ggc ctt cag ggg 
Lys Arg Asp Ala Thr Gly His Cys Pro Ala Ser Ser Gly Leu Gin Gly 

65 70 75 

get cct tec ggg get ccg gcc tgt ttt cca gag aga gtd gca gta gcc 
Ala Pro Ser Gly Ala Pro Ala Cys Phe Pro Glu Arg Val Ala Val Ala 

80 85 90 

cca tgg ggc ccg gag ctg ctg tgg cct cca ctg gca t 
Pro Trp Gly Pro Glu Leu Leu Trp Pro Pro Leu Ala 
95 100 105 



<210> 398 
<211> 252 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 59. .250 

^ <221> sig_peptide 
fi <222> 59. .115 
y l <223> score 5.2 

seq LLVAFRVFLGLFS/LP 



y3 <400> 398 

%S ctgtagccaa attaaaatct gagtctggcg tttccvtttg ggaaggtgct cagtagct 58 
atg tac atg tgg tec aaa etc ttg gtg gca ttc agg gtc ttt ctt ggc 106 
Met Tyr Met Trp Ser Lys Leu Leu Val Ala Phe Arg Val Phe Leu Gly 
JjJ -15 -10 -5 

!H ctt ttc age etc ccc tct aac cac aac aca tac tgt ccc ttc cag cct 
^ Leu Phe Ser Leu Pro Ser Asn His Asn Thr Tyr Cys Pro Phe Gin Pro 
*P 1 5 10 

G3 tgg gga att cct tgc age etc aga ata gga ggc etc etc cat ctg cag 
P Trp Gly He Pro Cys Ser Leu Arg He Gly Gly Leu Leu His Leu Gin 
15 20 25 

tgc cct ttg ccc ccc tct eta cat cct ctk cct agt eta etc ace age 
Cys Pro Leu Pro Pro Ser Leu His Pro Leu Pro Ser Leu Leu Thr Ser 
30 35 40 45 

eg 



154 



202 



250 



252 



<210> 399 
<211> 181 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 28 . . 180 



<221> sig_peptide 
<222> 28. .105 
<223> score 4.7 

seq TALSLVSSAFSFC/DM 



294 




<400> 399 

caagttgcta tctactcagc cttatga atg ccc etc get ttt eta agg cca tgt 54 

Met Pro Leu Ala Phe Leu Arg Pro Cys 
-25 -20 
gaa aat cac ggc act gee ctt age ctt gtg tea tct get ttt teg ttc 102 
Glu Asn His Gly Thr Ala Leu Ser Leu Val Ser Ser Ala Phe Ser Phe 

-15 -10 -5 

tgc gat atg ccc agt tec caa ate aat tat agg tac ctg ttt agg aga 150 
Cys Asp Met Pro Ser Ser Gin He Asn Tyr Arg Tyr Leu Phe Arg Arg 



1 



5 10 15 



gag gaa gat ttt ace tct caa agg gtg aga a 181 
Glu Glu Asp Phe Thr Ser Gin Arg Val Arg 
20 25 





<210> 


400 




<211> 


280 




<212> 


DNA 


"%i.-r 


<213> 


Homo sapiens 




<220> 






<221> 


CDS 


£ - ; 


<222> 


85. .279 


. fH. 








<221> 


sig_peptide 




<222> 


85. .180 




<223> 


score 5 . 9 






seq WTAMLISLAIVIA/LP 



^ <400> 400 

4= cgaatttact atactacaga gagagacgaa caaggcagca aaatcaatga tttctttctg 60 
.0 eggtctgaag acctcttcaa tgaa atg aat tgg cag aag aaa ctg aga ggw 111 
fl Met Asn Trp Gin Lys Lys Leu Arg Gly 

~ -30 -25 

ace ctg gag ccc cac tgg teg gga etc ctg tgg aca gee atg etc ate 159 
Thr Leu Glu Pro His Trp Ser Gly Leu Leu Trp Thr Ala Met Leu He 

-20 -15 -10 

tct ctg gee ate gtc att gee etc ccc aag ccc cat ggc ate egg gec 207 
Ser Leu Ala He Val He Ala Leu Pro Lys Pro His Gly He Arg Ala 

^5 1 5 

tta att gee tec aca att eta cga ctg ata ttt tea gtc ggg tta caa 255 
Leu He Ala Ser Thr He Leu Arg Leu He Phe Ser Val Gly Leu Gin 

15 20 25 



10 

ccc acg ttg ttt ctt ctg ggc gee t 
Pro Thr Leu Phe Leu Leu Gly Ala 
30 

<210> 401 
<211> 270 
<212> DNA 
<213> Homo sapiens 



280 



295 



<220> 
<221> CDS 
<222> 49. .270 

<221> sig_peptide 
<222> 49. . 159 
<223> score 4 . 4 

seq LELLTSGDPPASA/SQ 



<400> 401 

qtctcccagg ttcaagtgat tctcctgcct aagtctggga ttacaggc atg cac cac 57 
y Met His His 



-35 



105 



cac acc egg eta att ttt gta ttt tta gta gag atg ggg ttt cac cat 
His Thr Arg Leu He Phe Val Phe Leu Val Glu Met Gly Phe His His 

-30 -25 -20 

att ggc cag get agt ctt gaa ctt ctg act tea ggt gat cca cct gee 153 
^ He Gly Gin Ala Ser Leu Glu Leu Leu Thr Ser Gly Asp Pro Pro Ala 
%J _15 -10 -5 

^ teg gee tec caa agt get ggg att aca ggc gtg aag cac cac gec cag 201 
Ul ser Ala Ser Gin Ser Ala Gly He Thr Gly Val Lys His His Ala Gin 
M» 1 5 10 

UJ cct gaa ata ata ttt tac ctt tta ctt tgt get ttt tgt gtt tta etc 249 

^ Pro Glu He He Phe Tyr Leu Leu Leu Cys Ala Phe Cys Val Leu Leu 

I 15 20 25 30 

jS agg aag tec tec cct acc eta 270 

~ Arg Lys Ser Ser Pro Thr Leu 

J <210> 402 

SU <211> 396 

*P <212> DNA 

Q <213> Homo sapiens 

^ <220> 

<221> CDS 
<222> 192 . .395 

<221> sig_j>eptide 
<222> 192 . .236 
<223> score 8 

seq FISFLCLIALAGT/SS 



<400> 402 

gattctcagc ttagttgctg ttggtgtata ggagagctac tgatttgtgt acattaattt 
tgtatccgga aactttgttg aattatttta tcagttctag gagctttttg gaggagtctt 
tagggttctc taggtataca atcatatcat cagcaaacag tgacaattcg acttcctctt 
tatggatttg t atg ccc ttt att tct ttc ctt tgt ctg att get ctg get 
Met Pro Phe He Ser Phe Leu Cys Leu He Ala Leu Ala 
-15 -10 -5 

ggg act tec agt act atg ttg aga agt get ctg get ggg act tec agt 
Gly Thr Ser Ser Thr Met Leu Arg Ser Ala Leu Ala Gly Thr Ser Ser 



296 



1 5 10 

act atg tkg arg aga agt ggt gam agt ggg wat cct kgh ctk gty etna 326 
Thr Met Xaa Xaa Arg Ser Gly Xaa Ser Gly Xaa Pro Xaa Leu Val Xaa 
15 20 25 30 

gtc ctm aga ggg aat get ttc age ttt ttc cca ttc agt ctg atg twg 374 
Val Leu Arg Gly Asn Ala Phe Ser Phe Phe Pro Phe Ser Leu Met Xaa 

35 40 45 

get atg ggt tgt cat aga tgg c 
Ala Met Gly Cys His Arg Trp 
50 



396 



<210> 403 
<211> 197 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 15. .197 



<221> sig_peptide 
<222> 15. .92 



<223> score 7.9 

seq RVCLLSLSLFLWA/NR 



<400> 403 

aatacgccag gaac atg eta agg acc tgg age tct eta ccc tgg ace cgt 50 
L Met Leu Arg Thr Trp Ser Ser Leu Pro Trp Thr Arg 

U „25 -20 -15 

W ttt egg gtt tgc ttg etc tct etc tct etc ttt etc tgg get aat cgt 
Phe Arg Val Cys Leu Leu Ser Leu Ser Leu Phe Leu Trp Ala Asn Arg 

-10 -5 1 

tta gag gac agt cgc tec tgc caa cct aat ccc atg age ctg act acc 
Leu Glu Asp Ser Arg Ser Cys Gin Pro Asn Pro Met Ser Leu Thr Thr 

5 10 15 

ttg ccg ggc cac agg etc aaa gaa gca gtg tgg ctg cca gca ccc tea 
Leu Pro Gly His Arg Leu Lys Glu Ala Val Trp Leu Pro Ala Pro Ser 
20 25 30 

ctt 
Leu 
35 



98 



146 



194 



197 



<210> 404 
<211> 300 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 147. .299 

<221> sig_peptide 
<222> 147. .272 



297 



•» 4 



<223> score 7 

seq LFLYSLFTENVLA/HP 



<400> 404 

tgtattgttt mmmttattta ctagtatgca gatctggttt tcattctttt catattgaat 60 
ttcgttatgg gtagaatcat ttgcaaacat ttctagacat ttttaaagat ctatttaatt 120 
tgtttaagaa tggaaaacat aaaata atg cat gat tct tea ggc aag aat aat 173 

Met His Asp Ser Ser Gly Lys Asn Asn 
-40 -35 
ttc aga aag ata cct gtt gta aat tta att tat etc tat gta gac ata 221 
Phe Arg Lys lie Pro Val Val Asn Leu He Tyr Leu Tyr Val Asp He 

-30 -25 -20 

cat ata cat aaa tta ttt tta tat agt etc ttt aca gaa aat gta ttg 269 
His He His Lys Leu Phe Leu Tyr Ser Leu Phe Thr Glu Asn Val Leu 

-15 -10 -5 

gca cat cct tgc att gtt eta cgc cgc eta t 300 
Ala His Pro Cys He Val Leu Arg Arg Leu 
1 5 









. 9h 


<210> 


405 


m 


<211> 


371 




<212> 


DNA 


UJ 


<213> 


Homo sapiens 




<220> 




%J 

. IPs 


<221> 


CDS 




<222> 


187. .369 


a 




sig_joeptide 




<221> 


n\ 


<222> 


187. .270 


5 lux 


<223> 


score 8.3 






seq ILFLINILPGTTG/QG 


SSS. 






%J 














<400> 


405 



60 
120 



gagaagaagc agecagaage cgagctctgt cagggctcaa cctccaactt gtttcagttc 
attcatcctt ctctcctttc cgctcagact gtagagctcg gtctctccaa gtttgtgcct 180 
aagaag atg ata ate aca caa aca agt cac tgt tac atg acc age ctt 22 8 

Met He He Thr Gin Thr Ser His Cys Tyr Met Thr Ser Leu 
-25 -20 -15 

ggg att ctt ttc ctg att aat att etc cct gga acc act ggt caa ggg 
Gly He Leu Phe Leu He Asn He Leu Pro Gly Thr Thr Gly Gin Gly 

-10 -5 1 

gaa tea aga cga caa gaa ccc ggg gac ttt gtg aag cag gac att ggc 
Glu Ser Arg Arg Gin Glu Pro Gly Asp Phe Val Lys Gin Asp He Gly 

5 10 15 

ggg ctg tct cct aag cat gee cca gat att cct gat gac age act ga 371 
Gly Leu Ser Pro Lys His Ala Pro Asp He Pro Asp Asp Ser Thr 
20 25 30 

<210> 406 
<211> 268 



276 



324 



298 



•» # 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 41. .268 

<221> sig_peptide 
<222> 41. .100 
<223> score 5.4 

seq WFVHSSALGLVLA/PP 



103 



<400> 406 

acgatacaaa tggtaggcct tcatgtgagc cagtdactac atg aat ctt cat ttc 55 

Met Asn Leu His Phe 
-20 

cca cag tgg ttt gtt cat tea tea gcg tta ggc ttg gtc ctg get cca 
Pro Gin Trp Phe Val His Ser Ser Ala Leu Gly Leu Val Leu Ala Pro 
-15 -10 -5 1 

cct ttc tec tct ccg ggc act gac ccc acc ttt ccg tgt att tac tgt 151 
Pro Phe Ser Ser Pro Gly Thr Asp Pro Thr Phe Pro Cys He Tyr Cys 

5 10 15 

agg eta tta aat atg ate atg acc cgc ctt gca ttt tea ttc ate acc 199 
Arg Leu Leu Asn Met He Met Thr Arg Leu Ala Phe Ser Phe He Thr 

20 25 30 

tgt tta tgc cca aat tta aag gaa gtt tgt etc att ttg cca gaa aaa 247 
Cys Leu Cys Pro Asn Leu Lys Glu Val Cys Leu He Leu Pro Glu Lys 

35 40 45 

aat tgt aat agt cga cac get 268 
Asn Cys Asn Ser Arg His Ala 
50 55 

<210> 407 

<211> 307 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 89. .307 

<221> sigjeptide 
<222> 89. .190 
<223> score 4.4 

seq SLHLLWSRTVTTG/ET 



<400> 407 

tctcattgtt geaggttget ttcccagaca ctcactggaa ggaagaaegg gaattgttag 
tttaagctca tcactaaagt cgcatcaa atg cac gga cct tct ccc agg aag 

Met His Gly Pro Ser Pro Arg Lys 
-30 

gcg gee ttt tgc att atg aac ccc act gga aga get cca agt ctt cac 



299 



Ala Ala Phe Cys He Met 
-25 

ttg ctg tgg tea aga act 
Leu Leu Trp Ser Arg Thr 
-10 -5 
gtt ggc egg get ggt ctt 
Val Gly Arg Ala Gly Leu 
10 

ggc etc cca aac tgc tgg 
Gly Leu Pro Asn Cys Trp 
25 

ate 
He 



Asn Pro Thr Gly Arg Ala 
-20 -15 
gta acc aca gga gag acg 
Val Thr Thr Gly Glu Thr 
1 

gaa etc eta acc tcr dga 
Glu Leu Leu Thr Ser Xaa 
15 

gat tac agg cgt gag cca 
Asp Tyr Arg Arg Glu Pro 



Pro Ser Leu His 

gga ttt cac tat 208 
Gly Phe His Tyr 
5 

tct gec tgc etc 256 
Ser Ala Cys Leu 
20 

ccc cac ccg gac 304 

Pro His Pro Asp 

35 

307 





<210> 


408 




<211> 


434 




<212> 


DNA 




<213> 


Homo sapiens 




<220> 






<221> 


CDS 




<222> 


146. .433 




<221> 


sigjpeptide 




<222> 


146. .232 




<223> 


score 11.2 






seq GLL WLLVGGCAA/ EE 



m acgatgtgaa geggggcaga geegggggag cccagcccag ccagcctcca gacgttgccc 
?y catctgacgc teggctcgag gcctctctgt gagggacegg ggggccatcc ccctccaggg 
> cqgagategg aggtegctge caagc atg gcg ccc acc tgg ggc cct ggc atg 172 
2 Met Ala Pro Thr Trp Gly Pro Gly Met 

M -25 
O gtg tct gtg gtt ggt ccc atg ggc etc ctt gtg gtc ctg etc gtt gga 
Val Ser Val Val Gly Pro Met Gly Leu Leu Val Val Leu Leu Val Gly 
-20 -15 "1° " 5 

ggc tgt gca gca gaa gag ccc ccc agg ttt ate aaa gaa ccc aag gac 
Gly Cys Ala Ala Glu Glu Pro Pro Arg Phe lie Lys Glu Pro Lys Asp 

1 5 10 

cag ate ggc gtg teg ggg ggt gtg gee tct ttc gtg tgt cag gee acg 
Gin He Gly Val Ser Gly Gly Val Ala Ser Phe Val Cys Gin Ala Thr 

15 20 25 

ggt gac ccc aag cca cga gtg acc tgg aac aag aag ggc aag aag gtc 
Gly Asp Pro Lys Pro Arg Val Thr Trp Asn Lys Lys Gly Lys Lys Val 

30 35 40 

aac tct cag cgc ttt gag acg att gag tkt gat gag agt gee ggg gca 
Asn Ser Gin Arg Phe Glu Thr He Glu Xaa Asp Glu Ser Ala Gly Ala 
45 50 55 60 

gtg ctg agg ate cag ccg ctg a 
Val Leu Arg He Gin Pro Leu 
65 



60 
120 



220 



268 



316 



364 



412 



434 



300 



<210> 409 
<211> 340 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 17 . . 340 

<221> sigjeptide 
<222> 17 . . 94 
<223> score 3.6 

seq TQAFGALLSGAGS/QV 



tie? 

in. 



<400> 409 

tcttcatttc acccag atg tac ttg act tgc ctg cag ccc tgt etc aag age 52 
Met Tyr Leu Thr Cys Leu Gin Pro Cys Leu Lys Ser 
-25 -20 -15 

etc aca cag get ttt ggg gee etc etc tea ggt get ggc tct cag gtc 
Leu Thr Gin Ala Phe Gly Ala Leu Leu Ser Gly Ala Gly Ser Gin Val 
-10 -5 1 



100 



244 



^ eta gec ccc acc age tct aca eta aac tgg ccc ctt tct tec cag atg 148 

Ul Leu Ala Pro Thr Ser Ser Thr Leu Asn Trp Pro Leu Ser Ser Gin Met 

lJ 5 10 15 

^ ggc cgt etc cca cag gca gcg cct get gga act caa cag etc cct gga 196 

%Q Gly Ar 9 Leu Pro Gln Ala Ala Pro Ala Gly Thr Gln Gln Leu Pro Gly 

20 25 30 

^ gtt caa get gca ccg act gca ctt cat ccg cct ctt ggc agg agg ess 
SH Val Gln Ala Ala Pro Thr Ala Leu His Pro Pro Leu Gly Arg Arg Xaa 
HJ 35 40 45 50 

RJ C gc gaa gag ctg gag gee etc age tat get egg cac ttc cag ccc ttt 2 92 

*P Arg Glu Glu Leu Glu Ala Leu Ser Tyr Ala Arg His Phe Gln Pro Phe 
Q 55 60 65 

0 get egg mtg cac cag egg ggt gag tgc cca ggc age tgg ggt tgt get 34 0 

Ala Arg Xaa His Gln Arg Gly Glu Cys Pro Gly Ser Trp Gly Cys Ala 
70 75 80 

<210> 410 
<211> 198 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 45. .197 

<221> sig_peptide 
<222> 45 . . 191 
<223> score 4.4 

seq CLFSILFPLFIIS/AK 



<400> 410 



301 



cactgtactg ctttgaatat cgttggttca ataaaggaat tgaw atg cac cag egg 56 

Met His Gin Arg 

ttg tct aac ata gaa agg aat tgg cct tac tac ttt agg ttt ggt ttg 104 

Leu Ser Asn He Glu Arg Asn Trp Pro Tyr Tyr Phe Arg Phe Gly Leu 

-45 -40 "35 "30 

ccc ttg get ttt etc aca gca atg cag tec tea tat att ate agt ggc 152 

Pro Leu Ala Phe Leu Thr Ala Met Gin Ser Ser Tyr He He Ser Gly 

-25 -20 -15 

tgc ctt ttc tct ate etc ttt cct tta ttc att ate age gee aag a 198 
Cys Leu Phe Ser He Leu Phe Pro Leu Phe He He Ser Ala Lys 
-10 -5 1 



<210> 411 
<211> 204 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
% <222> 46. .204 

<221> sig_j>eptide 
<222> 46. .162 
W <223> score 4 . 4 

seq LELLTSGDPPASA/SQ 



acg 
Thr 



57 



<400> 411 

P= agttcaagca attctcctcc ctcagcctcc etagtaegtg ggact atg ggc atg tgc 
H Met Gly Met Cys 

ft cac cat gee cag eta att ttt gta ttt tta gta gag acg ggg ttt cac 105 
Iy His His Ala Gin Leu He Phe Val Phe Leu Val Glu Thr Gly Phe His 
*f -35 -30 -25 -20 

P cat gtt ggc cag get ggt etc gaa etc ctg ace tea ggt gat cct ccc 
O His Val Gly Gin Ala Gly Leu Glu Leu Leu Thr Ser Gly Asp Pro Pro 

-15 -10 "5 

gee teg gee tec caa agt get ggg att aca ggc ctg age cac cac gee 
Ala Ser Ala Ser Gin Ser Ala Gly He Thr Gly Leu Ser His His Ala 
15 10 



153 



201 



204 



<210> 412 
<211> 341 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 79. .339 

<221> sig_peptide 
<222> 79. .135 
<223> score 10.8 



302 



seq SLCCLLVLANARS/RP 



<400> 412 

aaaccgctcc gctgcgckca ggctkggctg caggctctyd gctgcagykc wrggtggatc 60 
taggatccgg cttccaac atg tgg cag etc tgg gec tec etc tgc tgc ctg 111 

Met Trp Gin Leu Trp Ala Ser Leu Cys Cys Leu 
-15 -10 
ctg gtg ttg gec aat gec egg age agg ccc tct tkc cat ccc gtg teg 159 
Leu Val Leu Ala Asn Ala Arg Ser Arg Pro Ser Xaa His Pro Val Ser 

-5 1 5 

gat gag ctg gtc aac tat gtc aac aaa egg aat ace acg tgg cag gee 207 
Asp Glu Leu Val Asn Tyr Val Asn Lys Arg Asn Thr Thr Trp Gin Ala 

10 15 20 

ggg cac aac ttc tac aac gtg gac atg ggc tac ttg aag agg eta tgt 
Gly His Asn Phe Tyr Asn Val Asp Met Gly Tyr Leu Lys Arg Leu Cys 
25 30 35 40 

ggt ace ttc ctg ggt ggg ccc aag cca ccc cag aga gtt atg ttt acc 
H Gly Thr Phe Leu Gly Gly Pro Lys Pro Pro Gin Arg Val Met Phe Thr 
3 45 50 55 

jjt gag gac ctg aag ctg cct gca age ttc gat gcr egg ga 

Glu Asp Leu Lys Leu Pro Ala Ser Phe Asp Ala Arg 
J*. 60 65 



ru 
ru 



<210> 


413 


<211> 


430 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


58. .429 


<221> 


sigjpeptide 


<222> 


58. .147 


<223> 


score 6.6 




seq LVWVMAAWLCTA/QV 



255 



303 



341 



<400> 413 

agagctccag gcgcacatcc gcagtcagcc acctcgcgcg ckystccagg agcaagg 57 

atg gag agg ctg gtg ate agg atg ccc ttc tgt cat ctg tct acc tac 105 

Met Glu Arg Leu Val He Arg Met Pro Phe Cys His Leu Ser Thr Tyr 

-30 "25 "20 "15 

age ctg gtt tgg gtc atg gca gca gtg gtg ctg tgc aca gca caa gtg 153 

Ser Leu Val Trp Val Met Ala Ala Val Val Leu Cys Thr Ala Gin Val 

-10 -5 1 

caa gtg gtg acc cag gat gaa aga gag cag ctg tac aca cct get tec 201 
Gin Val Val Thr Gin Asp Glu Arg Glu Gin Leu Tyr Thr Pro Ala Ser 

5 10 15 

tta aaa tgc tct ctg caa aat gec cag gaa gee etc att gtg aca tgg 24 9 

Leu Lys Cys Ser Leu Gin Asn Ala Gin Glu Ala Leu He Val Thr Trp 

20 25 30 

cag aaa aag aaa get gta age cca gaa aac atg gtc acc ttc age gag 297 



303 



Gin Lys Lys Lys Ala Val Ser Pro 
35 40 
aac cat ggg gtg gtg ate cag cct 
Asn His Gly Val Val He Gin Pro 
55 

acc cag ctg gga etc caa aac tea 
Thr Gin Leu Gly Leu Gin Asn Ser 
70 

ctg gag gat gaa ggg tgt tac atg 
Leu Glu Asp Glu Gly Cys Tyr Met 
85 90 



Glu Asn Met Val Thr Phe Ser Glu 

45 50 
gec tat aag gac aag ata aac att 
Ala Tyr Lys Asp Lys He Asn He 

60 65 
acc ate acc ttc tgg aat ate acc 
Thr He Thr Phe Trp Asn He Thr 
75 80 
tgt etc ttc aat a 
Cys Leu Phe Asn 



<210> 414 
<211> 223 
<212> DNA 

<213> Homo sapiens 



: =4sr 



<220> 
<221> CDS 
<222> 10 . .222 

<221> sig_peptide 
<222> 10. .150 
<223> score 4.5 

seq PIFGLLVPSQIFS/SL 



<400> 414 

caaccatac atg tgc aca etc aca gac aca cac act cac gtc caa gtg cac 51 
Met Cys Thr Leu Thr Asp Thr His Thr His Val Gin Val His 
-45 -40 -35 

99 



147 



195 



223 



aag 


tea 


aaa 


cct 


tgc 


cag 


etc 


etc 


tec 


cct 


cct 


cca 


cca 


rsc 


cat 


ggt 


Lys 


Ser 


Lys 


Pro 


Cys 


Gin 


Leu 


Leu 


Ser 


Pro 


Pro 


Pro 


Pro 


Xaa 


His 


Gly 






-30 










-25 










-20 






cct 


ctt 


ctt 


etc 


cct 


ate 


ttt 


ggc 


ctt 


ctt 


gtg 


ccc 


tct 


cag 


att 


ttc 


Pro 


Leu 


Leu 
-15 


Leu 


Pro 


He 


Phe 


Gly 
-10 


Leu 


Leu 


Val 


Pro 


Ser 
-5 


Gin 


He 


Phe 


age 


tct 


Ctt 


etc 


aat 


tct 


eta 


cat 


ctg 


ggc 


ctg 


cct 


tec 


ttc 


cca 


aag 


Ser 


Ser 


Leu 


Leu 


Asn 


Ser 


Leu 


His 


Leu Gly 


Leu 


Pro 


Ser 


Phe 


Pro 


Lys 


1 








5 










10 










15 


atg 


cca 


etc 


atg 


att 


ttc 


etc 


ccc 


cgc 


t 














Met 


Pro 


Leu 


Met 


He 


Phe 


Leu 


Pro 


Arg 

















20 



<210> 415 
<211> 428 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 203 . .427 

<221> sig__peptide 



304 



in 



<222> 203 . .259 
<223> score 8 

seq LLLLVATAWHGQG/IP 

<400> 415 

aactctgtgg ttgccttgcc tagctaaaag gggaagaaga ggatcagccc aaggaggagg 60 
aagaggaaaa caagacaaac agccagtgca gaggagagga acgtgtgtcc agtgtcccga 120 
tccctgcgga stagtagctg agagctctgt gccctgggca ccttgcagcc ctgcacctgc 180 
ctgccacttc cccaccgagg cc atg ggc cca gga gtt ctg ctg etc ctg ctg 232 

Met Gly Pro Gly Val Leu Leu Leu Leu Leu 
-15 -10 
gtg gec aca get tgg cat ggt cag gga ate cca gtg ata gag ccc agt 280 
Val Ala Thr Ala Trp His Gly Gin Gly He Pro Val He Glu Pro Ser 

-5 1 5 

gtc cct gag ctg gtc gtg aag cca gga gca acg gtg acc ttg cga tgt 
Val Pro Glu Leu Val Val Lys Pro Gly Ala Thr Val Thr Leu Arg Cys 

10 15 20 

gtg ggc aat ggc age gtg gaa tgg gat ggc ccc cca tea cct cac tgg 
Val Gly Asn Gly Ser Val Glu Trp Asp Gly Pro Pro Ser Pro His Trp 

25 30 35 

acc ctg tac tct gat ggc tec age age ate etc age acc aac aac get 
Thr Leu Tyr Ser Asp Gly Ser Ser Ser He Leu Ser Thr Asn Asn Ala 
W 40 45 50 55 

fcfl 428 
— acc g 

<fi Thr 



<210> 416 
<211> 273 
<212> DNA 
<213> Homo sapiens 



<220> 
y <221> CDS 

<222> 83 . .271 

<221> sig_peptide 
<222> 83. .136 
<223> score 4.7 

seq LFFCFCFCFVLRQ/SL 



328 



376 



424 



<400> 416 

ettgectttg catttattta ttcattttta agttattttg ccagcatctt tttaatgata 60 
aataataatt gtatatattt at atg gta cag ggt gat ttg ttt ttt tgt ttt 112 

Met Val Gin Gly Asp Leu Phe Phe Cys Phe 
-15 -10 
tgt ttt tgt ttt gtt ttg aga cag agt etc cct ctg tea ccc agg ctg 160 
Cys Phe Cys Phe Val Leu Arg Gin Ser Leu Pro Leu Ser Pro Arg Leu 

-5 15 
gag tgc agt ggc gcg ate tea get cac tgc aac etc tac etc ctg gat 208 
Glu Cys Ser Gly Ala He Ser Ala His Cys Asn Leu Tyr Leu Leu Asp 

10 15 20 

tea gac gat tct tat gee tta gtc tec eta gta gca ggg act aca ggc 256 



305 



. TO 



Ser Asp Asp Ser Tyr Ala Leu Val Ser Leu Val Ala Gly Thr Thr Gly 
25 30 35 40 

273 

ate tgc cac cat acc cc 
He Cys His His Thr 
45 



<210> 


417 


<211> 


200 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


12 . .200 


<221> 


sig_peptide 


<222> 


12 . .83 


<223> 


score 5 . 1 




seq IFIYLLFSRQGLA/LS 



<400> 417 

acagtammag t atg tat gtt tgt gat atg caa gta gtt ggg gaa att ttt 50 
^ Met Tyr Val Cys Asp Met Gin Val Val Gly Glu He Phe 

*B -20 -15 

*S att tat etc ctt ttt teg aga cag ggt ctt get ctg tea ccc agg ctg 98 

l M He Tyr Leu Leu Phe Ser Arg Gin Gly Leu Ala Leu Ser Pro Arg Leu 

. -10 -5 1 5 

fi gag tgc agt tgt gtg aat ata get cac tac age ctt caa mtt ctg ggc 146 

ifi Glu Cys Ser Cys Val Asn He Ala His Tyr Ser Leu Gin Xaa Leu Gly 

10 15 20 

V t tea aac aat cct ccc ata tea get tec caa gta tct tct ggg acc aca 194 
^ Ser Asn Asn Pro Pro He Ser Ala Ser Gin Val Ser Ser Gly Thr Thr 
0 25 30 35 

ssts. 

%4 ggc atg 
Gly Met 

<210> 418 
<211> 248 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 46 . .246 



200 



<221> sig_peptide 
<222> 46. .147 
<223> score 4 

seq VIFLSIFVIIVTC/LM 



<400> 418 

aatccagggt gctgatgttg tgggagggga cttaaaacag aaaaa atg ttt tac aag 



57 



306 



ggc age atg aag cag gac 
Gly Ser Met Lys Gin Asp 
-30 -25 
gtt gtc att ttt etc age 
Val Val He Phe Leu Ser 
-10 

att ctt tac aga tta aaa 
He Leu Tyr Arg Leu Lys 
5 

aaa gag aaa aac cag gag 
Lys Glu Lys Asn Gin Glu 
20 



aaa ate tgg age aaa gaa 
Lys He Trp Ser Lys Glu 
-20 

ate ttt gtt att ata gta 
He Phe Val He He Val 
-5 

gaa aga ttt cag ctt tec 
Glu Arg Phe Gin Leu Ser 
10 

ate cac eta teg ccc ate 
He His Leu Ser Pro He 
25 30 



Met Phe Tyr Lys 
gga ttt tat get 105 
Gly Phe Tyr Ala 
-15 

acg tgt ttg atg 153 
Thr Cys Leu Met 
1 

tta aga caa gac 201 

Leu Arg Gin Asp 

15 

aca ttc cag cc 248 
Thr Phe Gin 



<210> 419 
<211> 300 
<212> DNA 
<213> Homo sapiens 



<220> 



<221> CDS 
<222> 30 . .299 

<221> sig_peptide 
<222> 30. .113 
<223> score 4.2 

seq LACGXGXXHPTXA/FV 



<400> 419 

rp acacctmnns accctactag actgagtgc atg aac ttc gtg aag ttg ctg cat 

Met Asn Phe Val Lys Leu Leu His 
-25 

gec tac aac cgc acc cat ttg ctg gee tgt ggc amg gga gsm ttm cac 
Ala Tyr Asn Arg Thr His Leu Leu Ala Cys Gly Xaa Gly Xaa Xaa His 
-20 -15 -1° " 5 

cca acc trw gee ttt gtg gaa rtg ggc cac egg gca gag gag ccc gtc 
Pro Thr Xaa Ala Phe Val Glu Xaa Gly His Arg Ala Glu Glu Pro Val 

15 10 
etc egg ctg gac cca gga agg ata gag gat ggc aag ggg aag agt cct 
Leu Arg Leu Asp Pro Gly Arg He Glu Asp Gly Lys Gly Lys Ser Pro 

15 20 25 

tat gac ccc agg cat egg get gee tec gtg ctg gtg ggg gag gag eta 
Tyr Asp Pro Arg His Arg Ala Ala Ser Val Leu Val Gly Glu Glu Leu 

30 35 40 

tac tea ggg gtg gca gca gac etc agg acg aga ctd tac cat ctt teg 
Tyr Ser Gly Val Ala Ala Asp Leu Arg Thr Arg Leu Tyr His Leu Ser 
45 50 55 60 

cag cct a 
Gin Pro 



53 



101 



149 



197 



245 



293 



300 



<210> 420 
<211> 389 
<212> DNA 



307 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 229. .387 

<221> sig_peptide 
<222> 229. .282 
<223> score 6.3 

seq LFLLFFFFHFSFL/NW 



tSUSf 
. Pi 



333 



381 



<400> 420 

catttgagca cggagcctct gcggccgtct tccttggatt ctctcatatc cctgaaaaac 60 
acaaattgta cctggatttt ccttctgttt ccaaagtcca ccaacttgtt cttcaatgta 120 
attgatttta acttgttttc tttcttttac ttttcttatt tttttctttc ttttcatttt 180 
tttcttattt cttttccttc tatttatttt acttttctta tttgttat atg tta ttt 237 

Met Leu Phe 

ctt ttt ctt ttc tta ctt ttc ttc ttt ttt cat ttt tct ttt tta aat 285 
Leu Phe Leu Phe Leu Leu Phe Phe Phe Phe His Phe Ser Phe Leu Asn 
1% -15 -10 "5 1 

f' z tgg agt etc act ctg ttg ccc agg ctg gag tgc agt ggt gca ate ttg 
Trp Ser Leu Thr Leu Leu Pro Arg Leu Glu Cys Ser Gly Ala He Leu 
UJ 5 10 15 

*B get cac tgc age etc cac etc ctg ggt tea age gat tct cct gee tea 
Ala His Cys Ser Leu His Leu Leu Gly Ser Ser Asp Ser Pro Ala Ser 
20 25 30 

389 

gee ccc cc 
Ala Pro 
35 

<210> 421 
<211> 461 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 75 . .461 

<221> sigjpeptide 
<222> 75. .125 
<223> score 9.2 

seq PALLLAFLPLASQ/KS 



<400> 421 

gacctgagtt ttganagcgt cttctgctcc tcttcatctg gtccctttcc ttccaagacc 
ccagagagga aggc atg egg tgg gec cca gee ctg ctt eta get ttc ctg 
Met Arg Trp Ala Pro Ala Leu Leu Leu Ala Phe Leu 
-15 -10 
cct ctt gee agt cag aaa tct tec aac ttg caa ggg aga agg aag tea 
Pro Leu Ala Ser Gin Lys Ser Ser Asn Leu Gin Gly Arg Arg Lys Ser 
-5 15 10 



308 



gtc acc agg cca get ggg tea tct get gta ate act tgt gat ctt act 206 
Val Thr Arg Pro Ala Gly Ser Ser Ala Val He Thr Cys Asp Leu Thr 

15 20 25 

gta ata aat acc ttc tac ate cac tgg tac ctg cac cag gcg ggg aag 254 
Val He Asn Thr Phe Tyr He His Trp Tyr Leu His Gin Ala Gly Lys 

30 35 40 

gee cca cag cat ctt cca tac tat gac ccc tac tac tec agg gtt gtg 
Ala Pro Gin His Leu Pro Tyr Tyr Asp Pro Tyr Tyr Ser Arg Val Val 

45 50 55 

ttg gaa tea aga ate agt aga gga aag tat ttt act tat gca age atg 
Leu Glu Ser Arg He Ser Arg Gly Lys Tyr Phe Thr Tyr Ala Ser Met 
60 65 70 75 

agg agg age tgg aaa ttg ata ctg caa aat eta att gaa aat gat tct 
Arg Arg Ser Trp Lys Leu He Leu Gin Asn Leu He Glu Asn Asp Ser 

80 85 90 

gga tct att act gtg cca cct ggg aca ggc aca gtg att cac acc tgc 
Gly Ser He Thr Val Pro Pro Gly Thr Gly Thr Val He His Thr Cys 
95 100 105 

f% cct aca cca cac tgg 
Pro Thr Pro His Trp 
110 



fy 



<210> 


422 


<211> 


386 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


105. .386 


<221> 


sigjeptide 


<222> 


105 . .203 


<223> 


score 5 




seq LELLGLSGPPASG/SL 



302 



350 



398 



446 



461 



<400> 422 

aataatattt ctcagagtcr taactgtctt gctttccctg tcctctccag attttgeect 60 
gaaagectte cctgtaggaa gaatgtytgt ttttttttaa agmg atg ggg tct tta 116 

Met Gly Ser Leu 



etc tgt tgc cca age 
Leu Cys Cys Pro Ser 
-25 

etc gaa ctt ctg ggc 
Leu Glu Leu Leu Gly 
-10 

ggt agg act aca ggt 



20 























-30 


tgg 


agt 


gca 


gtg 


gtg 


ate 


ata 


gtt 


cac 


tgt 


aac 


Trp 


Ser 


Ala 


Val 


Val 


He 


He 


Val 


His 


Cys 


Asn 








-20 










-15 




tta 


agt 


ggt 


cct 


cct 


gee 


tea 


ggt 


tec 


eta 


gta 


Leu 


Ser 


Gly 


Pro 


Pro 


Ala 


Ser Gly Ser 
i 


Leu 


Val 


gtg 


tgc 


cag 


-5 
cat 


gee 


ccg 


eta 


att 


aaa 


aaa 


aat 


Val 


Cys 


Gin 


His 


Ala 


Pro 


Leu 


He 


Lys 


Lys 


Asn 


10 










15 










aca 


ggg 


gtc 


tea 


eta 


tgt 


ttg 


acc 


agg 


ctg 


gtc 


Thr Gly 


Val 


Ser 


Leu 


Cys 


Leu 


Thr 


Arg 


Leu 


Val 


25 










30 










35 



164 



212 



260 



308 



309 



tgg aac tct ggg cct caa gca aag 
Trp Asn Ser Gly Pro Gin Ala Lys 
40 

ctg tgc cag gtc cag gaa gaa tgc 
Leu Cys Gin Val Gin Glu Glu Cys 
55 



cat tgg gat tac agg tec aag cca 
His Trp Asp Tyr Arg Ser Lys Pro 

45 50 
gec ccc 
Ala Pro 
60 



<210> 423 
<211> 350 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 23. .349 



5 . 3 



100 



148 



<221> sigjpeptide 

<222> 23 . . 151 
r«* <223> score 11 
lj seq VFVLLLVLSLA1G/LY 

^ <400> 423 

W agatcacaga cacagtgagg at atg agt gta ggg gtg age aye bba gee cct 52 

Met Ser Val Gly Val Ser Xaa Xaa Ala Pro 

*f! " 40 " 35 

jS ctt tec cca ace teg ggc aca age gtk ggc atg tct acc ttc tec ate 
^ Leu Ser Pro Thr Ser Gly Thr Ser Val Gly Met Ser Thr Phe Ser He 
% -30 -25 -20 

atg gac tat gtg gtg ttc gtc ctg ctg ctg gtt etc tct ctt gee att 
y Met Asp Tyr Val Val Phe Val Leu Leu Leu Val Leu Ser Leu Ala He 
ftj -15 -10 -5 

=P ggg etc tac cat get tgt cgt ggc tgg ggc egg cat act gtt ggt gas 196 
Gly Leu Tyr His Ala Cys Arg Gly Trp Gly Arg His Thr Val Gly Xaa 

15 10 15 

ctg ctg atg gcg gac cgc aaa atg ggc tgc ctt ccg gtg gca ctg tec 244 
Leu Leu Met Ala Asp Arg Lys Met Gly Cys Leu Pro Val Ala Leu Ser 

20 25 30 

ctg ctg gec acc ttc cag tea gee gtg gec ate ctg ggt gtg ccg tea 292 
Leu Leu Ala Thr Phe Gin Ser Ala Val Ala He Leu Gly Val Pro Ser 

35 40 45 

gag mbc tac cga ttt ggg acc baa tat tgg ttc ctg ggc tgc tgc tac 340 
Glu Xaa Tyr Arg Phe Gly Thr Xaa Tyr Trp Phe Leu Gly Cys Cys Tyr 

50 55 60 

ttt ctg ggg c 
Phe Leu Gly 
65 



350 



<210> 424 
<211> 449 
<212> DNA 
<213> Homo sapiens 



<220> 



310 



<221> CDS 
<222> 185. .448 

<221> sig_peptide 
<222> 185. .325 
<223> score 5.8 

seq LMCFGALIGLCAC/IC 



<400> 424 

cattagtgat gaggcagatg aaaagactta taatgatgca ctttttcgat acaatggcac 60 
agtgggattg tggagacggt gtatcaccat acccaaaaac atacattggt atagcccacc 120 
agaaaggaca gagtcatttg atgtggtcac aaaatgtgtg agtttcacac taactgagca 180 
gttc atg gag aaa ttt gtt gat ccc gga aac cac aat age ggg att gat 229 
Met Glu Lys Phe Val Asp Pro Gly Asn His Asn Ser Gly He Asp 
-45 -40 -35 

etc ctt agg acc tat ctt tgg cgt tgc cag ttc ctt tta cct ttt gtg 277 
Leu Leu Arg Thr Tyr Leu Trp Arg Cys Gin Phe Leu Leu Pro Phe Val 

n "30 -25 -20 

agt tta ggt ttg atg tgc ttt ggg get ttg ate gga ctt tgt get tgc 325 

?*f Ser Leu Gly Leu Met Cys Phe Gly Ala Leu He Gly Leu Cys Ala Cys 

^ -15 -10 -5 

^ att tgc cga age tta tat ccc acc att gec acg ggc att etc cat etc 3 73 

W He Cys Arg Ser Leu Tyr Pro Thr He Ala Thr Gly He Leu His Leu 

1 5 10 15 

*8 ctt gca ggt ctg tgt aca ctg ggc tea gta agt tgt tat gtt get gga 421 
*ft Leu Ala Gly Leu Cys Thr Leu Gly Ser Val Ser Cys Tyr Val Ala Gly 
20 25 30 

att gaa eta etc cac cag aaa eta gag g 449 
^ He Glu Leu Leu His Gin Lys Leu Glu 
iy 35 40 

4" <210> 425 
O <211> 430 
0 <212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 125. .430 

<221> sig_peptide 
<222> 125. .199 
<223> score 7.1 

seq LFVMAFLLSGAAP/LK 



<400> 425 

attgecgagg aaggcttgea cagggtgaaa getttgette tetgetgetg taacagggac 
tagcacagac acaeggatga gtggggtcat ttccagatat taggtcacag cagaarcagc 
maaa atg gat ccc cag tgc act atg gga ctg agt aac att etc ttt gtg 

Met Asp Pro Gin Cys Thr Met Gly Leu Ser Asn He Leu Phe Val 

-25 -20 -15 

atg gee ttc ctg etc tct ggt get get cct ctg aag att caa get tat 



311 



Met Ala Phe Leu Leu Ser 
-10 -5 
ttc aat gag act gca gac 
Phe Asn Glu Thr Ala Asp 
10 

caa age ctg agt gag eta 
Gin Ser Leu Ser Glu Leu 
25 

gtt ctg aat gag gta tac 
Val Leu Asn Glu Val Tyr 
40 

tec aag tat atg ggc cgc 
Ser Lys Tyr Met Gly Arg 
55 60 
aga ctt cac aat ctt cag 
Arg Leu His Asn Leu Gin 
75 



Gly Ala Ala Pro Leu Lys 
1 

ctg cca tgc caa ttt gca 
Leu Pro Cys Gin Phe Ala 
15 

gta gta ttt tgg cag gac 
Val Val Phe Trp Gin Asp 
30 

tta ggc aaa gag aaa ttt 
Leu Gly Lys Glu Lys Phe 
45 50 
aca agt ttt gat teg gac 
Thr Ser Phe Asp Ser Asp 
65 

ate 
lie 



He Gin Ala Tyr 
5 

aac tct caa aac 265 
Asn Ser Gin Asn 
20 

cag gaa aac ttg 313 

Gin Glu Asn Leu 

35 

gac agt gtt cat 361 
Asp Ser Val His 

agt tgg acc ctg 409 
Ser Trp Thr Leu 
70 

430 



3 31 



"i? 



m 



<210> 


426 


<211> 


173 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


11. .172 


<221> 


sig_peptide 


<222> 


11. .118 


<223> 


score 4.4 




seq LWFFLPSLXCPEC/CP 



<400> 426 

tctggtctgc atg tgg acc etc ccc age etc agt gca teg ttt cag cct 49 
Met Trp Thr Leu Pro Ser Leu Ser Ala Ser Phe Gin Pro 
-35 -30 -25 

ttt ctg ggc age ctt cgc cct tct cac ate ctg tgg ttc ttc ctg ccc 97 
Phe Leu Gly Ser Leu Arg Pro Ser His He Leu Trp Phe Phe Leu Pro 

-20 -15 -10 

tec etc cmc tgc cca gaa tgc tgc cct cct gat cca gga tct cca gee 145 
Ser Leu Xaa Gys Pro Glu Cys Cys Pro Pro Asp Pro Gly Ser Pro Ala 

-5 1 5 

tec agg gac cct aac gtg gee tgc gaa c 173 
Ser Arg Asp Pro Asn Val Ala Cys Glu 
10 15 



<210> 427 
<211> 183 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 



312 



# 



<222> 6. . 182 

<221> sig_peptide 
<222> 6. .62 
<223> score 4 . 1 

seq FLWLSSIPSYIYT/HT 



*3 * 



50 



98 



146 



<400> 427 

tgcaa atg cca tta att cat tec ttt tta tgg ctg agt agt att cca tea 
Met Pro Leu He His Ser Phe Leu Trp Leu Ser Ser He Pro Ser 
-15 -10 -5 

tat ata tac aca cat aca cac atg tat gta tat aca tat ata tac aca 
Tvr He Tyr Thr His Thr His Met Tyr Val Tyr Thr Tyr He Tyr Thr 

1 5 10 

cgc aca tat atg tat gta tat aca tac aca cac aca aac acc ccc acc 
Arg Thr Tyr Met Tyr Val Tyr Thr Tyr Thr His Thr Asn Thr Pro Thr 

15 20 25 

cac cac agt ttc ttt ate ctt tea ttg att get ggg c 183 
His His Ser Phe Phe He Leu Ser Leu He Ala Gly 
*D 30 35 40 

m 

<210> 428 
W <211> 249 
=yQ <212> DNA 
*Q <213> Homo sapiens 

J" <220> 

^ <221> CDS 

<222> 43 . .249 



<221> sig_peptide 
<222> 43. .96 
<223> score 5.7 

seq AFFSLAALAEVAA/ME 



<400> 428 

acacaacacc gaggtegggg agmcgeggas agtactccag aa atg cct gec gtg 

Met Pro Ala Val 
-15 



54 



tct 


gcg 


ttc 


ttt 


age 


etc 


get 


gcg 


ctg 


get 


gaa 


gtg 


gca 


Ser 


Ala 


Phe 


Phe 


Ser 
-10 


Leu 


Ala 


Ala 


Leu 


Ala 
-5 


Glu 


Val 


Ala 


aat 


gtg 


cac 


aga 


ggt 


cag 


agg 


tea 


act 


ccg 


etc 


acc 


cat 


Asn 


Val 


His 


Arg Gly 


Gin 


Arg 


Ser 


Thr 


Pro 


Leu Thr His 






5 










10 










15 


cca 


aaa 


gaa 


atg 


ccg 


cag 


gtc 


ctg 


tac 


tta 


ttt 


cct 


gcg 


Pro 


Lys 
20 


Glu 


Met 


Pro 


Gin 


Val 
25 


Leu 


Tyr 


Leu 


Phe 


Pro 
30 


Ala 


gaa 


gcg 


ccc 


ttt 


cat 


tgt 


aaa 


aca 


ttg 


tgc 


ttt 


acc 


tac 


Glu 


Ala 


Pro 


Phe 


His 


Cys 


Lys 


Thr 


Leu 


Cys 


Phe 


Thr 


Tyr 


35 










40 










45 






act 



























gec atg gaa 102 
Ala Met Glu 
1 

gat gga cag 150 



ctg acc agt 198 
Leu Thr Ser 

tac cct age 24 6 

Tyr Pro Ser 
50 

249 



313 



Thr 

<210> 429 
<211> 452 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 237 . .452 

<221> sig_peptide 
<222> 237. .287 
<223> score 4.2 

seq LAFLLVSLYWSHM/HP 



<400> 429 

atagggctga accgaggact gaaaaaggga ggaggcagac cactcggaga ggagctggga 60 
*2 agcagtgcag agaggagagc ggassnagct gccgctgagc aaagtgcgac tgtatctggt 120 
~ ttggcctgct cttcctcacc ttcctccttt ccctgagctg gctgtacatc gggctcgtcc 180 
91 ttctcaatga cctgcacaac ttcaatgaat tcctcttccg ccgctgggga cactgg atg 239 
jM: Met 
yj gac tgg tec ctg gca ttc ctg ctg gta tct etc tac tgg tea cat atg 287 
Asp Trp Ser Leu Ala Phe Leu Leu Val Ser Leu Tyr Trp Ser His Met 

-15 -10 "5 

cat cct tgc tat tgg tec tgg ccc tgc tec tgc ggc ttt gta gac age 335 
His Pro Cys Tyr Trp Ser Trp Pro Cys Ser Cys Gly Phe Val Asp Ser 
15 10 15 

ccc tgc ate tgc aca gec tec aca agg tgc tgc tgc tec tea tta tgc 
Pro Cys He Cys Thr Ala Ser Thr Arg Cys Cys Cys Ser Ser Leu Cys 

20 25 30 

tgc ttg tgg egg ctg gec ttg tgg gac tgg aca tec aat ggc age agg 
Cys Leu Trp Arg Leu Ala Leu Trp Asp Trp Thr Ser Asn Gly Ser Arg 

35 40 45 

agt ggc ata get tgc gtg tgt 
Ser Gly He Ala Cys Val Cys 
50 55 

<210> 430 

<211> 222 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 24 . .221 

<221> sigjpeptide 
<222> 24. .65 
<223> score 3.7 

seq CSLLSGWGQLLRC/VQ 



383 



431 



452 



314 



<221> sig_j?eptide 
<222> 113 . .256 
<223> score 5.8 

seq LHLLGSSNSPASA/SS 



<400> 431 

ctatataaat caagccaaat ctatattgtc tgcaagtatt cctgcaatat agttgatgtt 
cataatgtga tccagatatt ttcagtatac ttctgtgtat tttgattatc ac atg act 

Met Thr 



53 



101 



<400> 430 

agtggtccca ggaccactca tgg atg tgt agt ttg ctg agt ggc tgg gga cag 

Met Cys Ser Leu Leu Ser Gly Trp Gly Gin 
-10 -5 
ctt ctt aga tgt gta cag acc cca gca gag ccc aga gat gta aac aag 
Leu Leu Arg Cys Val Gin Thr Pro Ala Glu Pro Arg Asp Val Asn Lys 

15 10 
aag cba gaa aaa aag gaa aag tac atg ccc ctg gta gat tec etc tgt 149 
Lys Xaa Glu Lys Lys Glu Lys Tyr Met Pro Leu Val Asp Ser Leu Cys 

15 20 25 

gga ggg tta gga act agg aat agt gac tgc etc aga ggg gga get ggc 197 
Gly Gly Leu Gly Thr Arg Asn Ser Asp Cys Leu Arg Gly Gly Ala Gly 

30 35 40 

agg ggc aga gat ggg aga agg ata a 
Arg Gly Arg Asp Gly Arg Arg He 
45 50 

<210> 431 
« <211> 305 
?= f <212> DNA 

<213> Homo sapiens 

y I 

H <220> 
UJ <221> CDS 
dQ <222> 113. .304 



222 



60 
118 

166 



214 



262 



ttt tat tta ttt gtt tgt ktg tyt att tat gwt ttg aga tgg agt eta 
Phe Tyr Leu Phe Val Cys Xaa Xaa He Tyr Xaa Leu Arg Trp Ser Leu 

-45 -40 "35 

get ctg tea ccc agg ctg gag tgc agt ggt gca ate teg get cac tgc 
Ala Leu Ser Pro Arg Leu Glu Cys Ser Gly Ala He Ser Ala His Cys 
-30 -25 -20 "IB 

age etc cac etc ctg ggt tea age aat tea cct gee tea gec tec tea 
Ser Leu His Leu Leu Gly Ser Ser Asn Ser Pro Ala Ser Ala Ser Ser 

-10 -5 1 

get aat ttt tgy att ttt agt aga gat ggg att tea etc tgt t 305 
Ala Asn Phe Cys He Phe Ser Arg Asp Gly He Ser Leu Cys 
5 10 15 

<210> 432 

<211> 213 

<212> DNA 

<213> Homo sapiens 



315 



<220> 
<221> CDS 
<222> 11. .211 

<221> sig_peptide 
<222> 11. .76 
<223> score 7.2 

seq I I YALQFLFLVFA/ PS 



<400> 432 

attcaatcaa atg aac cga tct tgt aga aac act gga ate att tat gcg 
Met Asn Arg Ser Cys Arg Asn Thr Gly He He Tyr Ala 
-20 "15 - 10 

ctt gtt ttc get cct tct tec ctg gga tat ttt 
Leu Val Phe Ala Pro Ser Ser Leu Gly Tyr Phe 



15 20 
att age ate att caa ggc aac 
He Ser He He Gin Gly Ly£ 
30 35 





ttg cag ttt 


etc 


ttt 




Leu Gin Phe 


Leu 


Phe 










-5 




gag tgg att 


gtg 


get 




Glu Trp He 


Val 


Ala 






10 








ttg teg ttt 


teg 


etc 




Leu Ser Phe 


Ser 


Leu 




25 










get ttt ccc 


ace 


ccc 




Ala Phe Pro 


Thr 


Pro 




40 






























<210> 


433 






ic 


<211> 


195 






PJ 

•JS3 ; 


<212> 


DNA 






<213> 


Homo 


sapiens 




<220> 










<221> 


CDS 








<222> 


16. .195 
















<221> 


sig_peptide 




<222> 


16. .144 






<223> 


score 


4 





49 



97 



145 



193 



213 

Pro 
45 



seq AAWCSLVLSFCRL/HK 



<400> 433 

tcctgggcta ctacg atg gcg atg agt ttc gag tgg ccg tgg cag tat cgc 51 
Met Ala Met Ser Phe Glu Trp Pro Trp Gin Tyr Arg 
-40 "35 
ttc cca ccc ttc ttt acg tta caa ccg aat gtg gac act egg cag aag 99 
Phe Pro Pro Phe Phe Thr Leu Gin Pro Asn Val Asp Thr Arg Gin Lys 

-30 "25 "20 

cag ctg gee gec tgg tgc teg ctg gtc ctg tec ttc tgc cgc ctg cac 147 
Gin Leu Ala Ala Trp Cys Ser Leu Val Leu Ser Phe Cys Arg Leu His 
-15 -10 "5 1 

aaa cag tec age atg acg gtg atg gaa get cag gag age ccg etc cga 195 
Lys Gin Ser Ser Met Thr Val Met Glu Ala Gin Glu Ser Pro Leu Arg 



316 



5 10 15 

<210> 434 
<211> 155 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 2 . .154 

<221> sig_peptide 
<222> 2 . . 100 
<223> score 6 

seq LAHFL IGLTVC FG / EG 



<400> 434 

c atg tac ctg tac ctg ttg tec att tgt atg tct tct ttg aag aaa tgt 
Met Tyr Leu Tyr Leu Leu Ser He Cys Met Ser Ser Leu Lys Lys Cys 
-30 -25 "20 

eta ttc aag ttc tta gec cac ttt tta ate ggg tta aca gtt tgt ttt 
Leu Phe Lys Phe Leu Ala His Phe Leu He Gly Leu Thr Val Cys Phe 

-15 -10 -5 

ggt gag ggr wgg eta atg agt tat agg agt tct tat tta tta ctt aaa 
Gly Glu Gly Xaa Leu Met Ser Tyr Arg Ser Ser Tyr Leu Leu Leu Lys 

15 10 15 

gga cca ccg g 
Gly Pro Pro 



49 



97 



145 



155 



<210> 435 
<211> 190 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 29. .190 



<221> sigjpeptide 
<222> 29. .109 
<223> score 5 

seq CVLTASSWAVLWS/AR 



<400> 435 

aagaaaagct ttgggtcaac tcagcatc atg ttt gca gat get gac aga egg 

Met Phe Ala Asp Ala Asp Arg Arg 
-25 "20 
gat cct aat gag agt caa tgt gtg etc act gec age tec tgg get gtg 
Asp Pro Asn Glu Ser Gin Cys Val Leu Thr Ala Ser Ser Trp Ala Val 

-15 -10 -5 

etc tgg tea gee agg tgt gag ggc ctg gee tgg ggt cac aca get gac 
Leu Trp Ser Ala Arg Cys Glu Gly Leu Ala Trp Gly His Thr Ala Asp 



317 



1 

tea rbt aga gga atg ccc atg 
Ser Xaa Arg Gly Met Pro Met 
15 20 



5 10 
gtt etc age att gga agg act 
Val Leu Ser lie Gly Arg Thr 
25 



<210> 436 

<211> 210 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 58. .210 



<221> sig_peptide 
<222> 58. .108 
<223> score 3.6 

seq WIYAFISLGYILG/SG 



<400> 436 

Ul agtttgggtt gtttctgett ttcgttaaaa atagtagtac ttctctgaac actgtgg 57 

M atg agh ntt tgc tgg ata tat get ttc att tct ctt ggg tat ata ctt 105 

hi Met Xaa Xaa Cys Trp He Tyr Ala Phe He Ser Leu Gly Tyr He Leu 
~JS -15 -10 "5 

'% ggg agt gga att gtt ggg tta ttt ggt aat ttt atg ttt aaa ctt ttg 

^ Gly Ser Gly He Val Gly Leu Phe Gly Asn Phe Met Phe Lys Leu Leu 
^ 1 5 10 I 5 

!L agg aac tgc cag ace gtt ttc cag gat ggc tat get ata tta ccc ttc 

U Arq Asn Cys Gin Thr Val Phe Gin Asp Gly Tyr Ala He Leu Pro Phe 
W 20 25 30 



cca cca acg 
Pro Pro Thr 



153 



201 



210 



<210> 437 
<211> 166 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 5. .166 



<221> sig_peptide 
<222> 5. .88 
<223> score 4 . 5 

seq FLPFLLSLPLDQT/LP 



<400> 437 

agat atg tkc scb aaa gec tgc aga acc etc get tgg ttg cct gas ccg 4 9 

Met Xaa Xaa Lys Ala Cys Arg Thr Leu Ala Trp Leu Pro Xaa Pro 
-25 "20 -15 

ttc tta ccc ttt etc etc agt ctt ccc ttg gac cag acg ctt cct cgc 97 



318 



Phe Leu Pro Phe Leu Leu Ser Leu Pro Leu Asp Gin Thr Leu Pro Arg 

-10 -5 1 

cag ggt cct ggc caa tec ctg tec ttc cca gaa aac tac cag act ctt 
Gin Gly Pro Gly Gin Ser Leu Ser Phe Pro Glu Asn Tyr Gin Thr Leu 

5 10 15 

ccc aag age acc cga cac cct 
Pro Lys Ser Thr Arg His Pro 
20 25 



145 



166 



<210> 438 
<211> 380 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 151. .378 



^ <221> sig_peptide 

^ <222> 151. .189 

ft <223> score 4.9 

U1 seq MLTASLAFQLVDG/VS 



<400> 438 

gaatctgetc gctcttctgg agctgagaca ctcatcttct cctgccctgg cacatcaaaa 
ctccaggttc tctgatcttt gaacactggg acttaatcca gcatcccctt actgectgaa 
gttctcagga ctttggactt ggactgaacg atg eta aca get tec ctg get ttc 

Met Leu Thr Ala Ser Leu Ala Phe 



cag ctt gta gat ggc gta tea tgg aat ttc tea gtc tec aaa atg ctg 
Gin Leu Val Asp Gly Val Ser Trp Asn Phe Ser Val Ser Lys Met Leu 

£ -5 1 5 10 

n gca tea cca tct aca tea ggt cag ctg tct cag ttt ggg gca agt tta 
S Ala Ser Pro Ser Thr Ser Gly Gin Leu Ser Gin Phe Gly Ala Ser Leu 
15 20 25 

tac ggg caa caa agt gca eta ggc ctt cca atg agg ggg atg age aac 
Tyr Gly Gin Gin Ser Ala Leu Gly Leu Pro Met Arg Gly Met Ser Asn 

30 35 40 

aat acc cct cag tta aat cgc age tta tea caa gsa etc agt tac cga 
Asn Thr Pro Gin Leu Asn Arg Ser Leu Ser Gin Xaa Leu Ser Tyr Arg 

45 50 55 

gee acg tea cgc ca 
Ala Thr Ser Arg 
60 



60 
120 
174 



U -10 

fH . _ L aa f- i-t-r- t-pp atr tea aaa ata eta 222 



270 



318 



366 



380 



<210> 439 
<211> 226 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 23 . .226 



319 



<221> sig_peptide 
<222> 23 . .166 
<223> score 5.2 

seq EWTLPLTSHCLA/QV 



tgaatttcta aaactctttt tt atg gga ctt cac att tct ctg att aaa ttt 52 

Met Gly Leu His He Ser Leu He Lys Phe 
-45 -40 
ctt ctt get aat gga ccc cat att cct agt cac caa aga cct ttt gaa 100 
Leu Leu Ala Asn Gly Pro His He Pro Ser His Gin Arg Pro Phe Glu 

_35 -30 -25 

cct aaa ggg gaa aaa age tgc aga att gaa gtg gtg act ctg cca ctt 148 
Pro Lys Gly Glu Lys Ser Cys Arg He Glu Val Val Thr Leu Pro Leu 

-20 -15 -10 

act age cat tgt ctt gec caa gtt gca agt tct gac etc ate cat agg 196 
~ Thr Ser His Cys Leu Ala Gin Val Ala Ser Ser Asp Leu He His Arg 
M _ 5 ! 5 10 

?2 atg aga acc ata aca ggt ace teg tea cac 226 
^ Met Arg Thr He Thr Gly Thr Ser Ser His 
H> 15 20 



54J 

%S <210> 440 

£ <211> 339 

■Jj <212> DNA 

<213> Homo sapiens 

% <220> 

X <221> CDS 

iy <222> 42 . .338 



<221> sig_peptide 
<222> 42 . .179 
<223> score 6.9 

seq VTMLMGFLGCIGA/VN 



<400> 440 cc 
cttctgtgaa atggccatgc tagtgcctgc caggcagggt g atg tea gag ttg gag 56 
3 Met Ser Glu Leu Glu 

-45 

acg gcg tgt gga aag ccc atg agg cac aaa acc tec tec age teg ctt 104 
Thr Ala Cys Gly Lys Pro Met Arg His Lys Thr Ser Ser Ser Ser Leu 

-40 "35 "30 

agg atg ggg gec tat gtc ttc ate ggc gtg ggg gca gtc act atg etc 152 
Arg Met Gly Ala Tyr Val Phe lie Gly Val Gly Ala Val Thr Met Leu 
-25 -20 "15 " 10 

atg ggc ttc ctg ggc tgc ate ggc gec gtc aac gag gtc cgc tgc ctg 200 
Met Gly Phe Leu Gly Cys lie Gly Ala Val Asn Glu Val Arg Cys Leu 

-5 1 5 

ctg ggg ctg tac ttt get ttc ctg etc ctg ate etc att gee cag gtg 248 
Leu Gly Leu Tyr Phe Ala Phe Leu Leu Leu He Leu He Ala Gin Val 



320 



10 15 
acg gcc ggg gcc etc ttc tac ttc 
Thr Ala Gly Ala Leu Phe Tyr Phe 

25 30 
atg ggt ggc ate gtg act gag etc 
Met Gly Gly He Val Thr Glu Leu 
40 45 

<210> 441 

<211> 239 

<212> DNA 

<213> Homo sapiens 



20 

aac atg ggc aag ctg aag cag gag 
Asn Met Gly Lys Leu Lys Gin Glu 
35 

att cga gac tac aac age c 
He Arg Asp Tyr Asn Ser 
50 



<220> 
<221> CDS 
<222> 42 . .239 



9*~ 



<221> sig_jpeptide 
<222> 42. .116 
<223> score 4.6 

seq GFFCLFVLRQSFT/LS 



kl <400> 441 ^ - c 

aattttaggg tgacggtgat actcaaaaat ctcacactgc c atg ttt cca ttc cca 56 
333 Met Phe Pro Phe Pro 

-25 

cat act cag tgt ctt cac tta ggt ttc ttt tgt ttg ttt gtt ttg aga 
His Thr Gin Cys Leu His Leu Gly Phe Phe Cys Leu Phe Val Leu Arg 
-20 -15 -10 " 5 

cag agt ttc act ctg tea ccc agg ctg gag tgc agt ggc gca ate ttg 
Gin Ser Phe Thr Leu Ser Pro Arg Leu Glu Cys Ser Gly Ala He Leu 

1 5 10 

get cac tgc aac etc tgc etc cca cgt tea age agt act cct gem tea 
Ala His Cys Asn Leu Cys Leu Pro Arg Ser Ser Ser Thr Pro Ala Ser 

15 20 25 

gcc tec caa gag eta gga ttg cag atg cgc acc ace gta 
Ala Ser Gin Glu Leu Gly Leu Gin Met Arg Thr Thr Val 
30 35 40 



104 



152 



200 



239 



<210> 442 
<211> 207 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 9. .206 



<221> sig_peptide 
<222> 9. .116 
<223> score 5.5 

seq LHFVYCFLCCAEA/FL 



321 




ru 



<400> 442 ^ qn 

ctccttat atg ttt cag tta ctg ate ctt tgt cag atg aat agt ttg aaa 50 
Met Phe Gin Leu Leu He Leu Cys Gin Met Asn Ser Leu Lys 
_ 35 -30 "25 

ata ttt tct ccc att ctt gga tgg tct ctt cat ttt gtt tat tgt ttc 98 
lie Phe Ser Pro lie Leu Gly Trp Ser Leu His Phe Val Tyr Cys Phe 
-20 -15 " 10 



ctt tgc tgt gca gaa gec ttt tta ctt gat atg ate cca ttt atg caa 
Leu Cys Cys Ala Glu Ala Phe Leu Leu Asp Met lie Pro Phe Met Gin 

- 5 1 5 10 

ttt tac ttt ggt tac ctg tgc ttg tgg ggt att act tta aaa ate ttt 
Phe Tyr Phe Gly Tyr Leu Cys Leu Trp Gly He Thr Leu Lys lie Phe 

15 20 25 

gec cag tec aat t 
Ala Gin Ser Asn 
30 

^ <210> 443 

^ <211> 175 

<212> DNA 
|R <213> Homo sapiens 

W <220> 

ifp <221> CDS 

<222> 7. .174 

if\ 

^ <221> sigjoeptide 
% <222> 7. .102 

<223> score 10.6 

seq WFLLLLVSTLSS/W 



146 



194 



207 



<400> 443 _ m q 

cgtata atg act tac ttt cct ctg ggt aga tac cca gta atg gga ttg 4 8 

Met Thr Tyr Phe Pro Leu Gly Arg Tyr Pro Val Met Gly Leu 
-30 "25 -20 

ctg gat caa atg gta gtt gtg ttt tta ctt ctt tta gtc tec aca ctt 96 
Leu Asp Gin Met Val Val Val Phe Leu Leu Leu Leu Val Ser Thr Leu 

-15 -10 " 5 

tct tec gta gtg gtt tta eta gtt tgc att ccc ace age agt gta aaa 144 
Ser Ser Val Val Val Leu Leu Val Cys He Pro Thr Ser Ser Val Lys 
1 5 10 

1 

ttg ttc cct ttt cac cat ate cac acc aac t 
Leu Phe Pro Phe His His He His Thr Asn 
15 20 

<210> 444 
<211> 232 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 



322 



<222> 28. .231 

<221> sig_peptide 
<222> 28 . . 120 
<223> score 6.4 

seq GFMVLLMIPWGSA/AK 



102 



150 



198 



<400> 444 

agagcaggac ctggaaagct ggtttgt atg ggc tgc age ctg ccg ctg age tgc 54 
^ 3 Met Gly Cys Ser Leu Pro Leu Ser Cys 

-30 "25 
ate atg gtg egg tct gtg gec tgg gca ggt ttc atg gtc ctg ctg atg 
He Met Val Arg Ser Val Ala Trp Ala Gly Phe Met Val Leu Leu Met 

-20 "15 - 10 

ate cca tgg ggc tct get gca aaa ctg gtc tgc tac ttc acc aac tgg 
He Pro Trp Gly Ser Ala Ala Lys Leu Val Cys Tyr Phe Thr Asn Trp 

_ 5 1 5 1° 

gee cag tac agr cag ggg gar get cgc ttc cwr gee caa rga stt gga 
y Ala Gin Tyr Arg Gin Gly Glu Ala Arg Phe Xaa Ala Gin Xaa Xaa Gly 
*Q 15 20 25 

Hi ccc cag cct ttg mam cca cct cat eta cgc ctt c 232 
N= Pro Gin Pro Leu Xaa Pro Pro His Leu Arg Leu 
yj 30 35 

uf% 

<210> 445 
% <211> 336 

y <212> DNA 

<213> Homo sapiens 

4ccr 

J <220> 

tU <221> CDS 

«p <222> 177. .335 

f% <221> sig_peptide 
^ <222> 177. .320 
<223> score 3.5 

seq LIIHLMGTTGLCA/SL 



<400> 445 t . 

catattaact cttcakgtaa aaaccatctt gtagctgggc aaggtggcac atgcctgtag 60 

tcccagctac ttgggggact gaggcaggtg gategcttga gectaggagt tcaaggctgt 120 

agtaegctat kgatcacgtc tatcaatagc cactggactc cagcctggac aatgta atg 179 

aga gtc tgt etc rra aaa aag gaa caa tct tgt gtt tgc gtg tgt get 227 
Arg Val Cys Leu Xaa Lys Lys Glu Gin Ser Cys Val Cys Val Cys Ala 

.45 -40 "35 

cat gtc ttt gtt gga ata ata ctg aca cag tea etc aaa tta act etc 275 
His Val Phe Val Gly He He Leu Thr Gin Ser Leu Lys Leu Thr Leu 

-30 "25 "20 

aaa tct ttg att att cat ttg atg gga aca aca ggt tta tgt gee age 323 
Lys Ser Leu He He His Leu Met Gly Thr Thr Gly Leu Cys Ala Ser 
-15 -10 "5 1 



323 



tta tea gga ctt a 
Leu Ser Gly Leu 
5 



<210> 446 
<211> 241 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 68. .241 



<221> sigjeptide 
<222> 68. .133 
<223> score 4 . 3 

seq LFFETGSPSVAQS/GV 



*Z <400> 446 

^ cttacagagt taataagcat caaagaactt actgaaggac tttataaatt aaataccatt bu 
U1 atgtaga atg gtg gtg gtt agt gec ttt att tat tta ttt ttt gag aca 109 
U Met Val Val Val Ser Ala Phe lie Tyr Leu Phe Phe Glu Thr 

lij -20 -15 -10 

fc n qgg tct ccc tct gtc gec cag tct gga gtg cag tgg tgt gat etc ggc 157 
Gly Ser Pro Ser Val Ala Gin Ser Gly Val Gin Trp Cys Asp Leu Gly 
-5 1 5 



* tta ctg cag cct ccg cct cct gga ttc aag cga ttc tct tgc etc age 205 
Leu Leu Gin Pro Pro Pro Pro Gly Phe Lys Arg Phe Ser Cys Leu Ser 

10 15 20 

etc eta ggt agb drg gat tgc aga cgt gcg cca ccc 241 
Leu Leu Gly Xaa Xaa Asp Cys Arg Arg Ala Pro Pro 
25 30 35 

<210> 447 
<211> 179 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 10 . . 177 



<221> sig_peptide 
<222> 10. .117 
<223> score 5.3 

seq SLLIATSTSRVQA/TL 



aaagatget atg ctg gtt cgt tgt ttt ttt ttg aga tgg agt etc act ctg 51 
Met Leu Val Arg Cys Phe Phe Leu Arg Trp Ser Leu Thr Leu 
-35 -30 "25 

tea cct gac tgg agt aca gtg gcg caa tct ctg etc att gca acc tec 99 



324 



Ser Pro Asp Trp 
-20 

acc tec egg gtt 
Thr Ser Arg Val 
-5 

gaa eta cag gca 
Glu Leu Gin Ala 



Ser Thr Val Ala 
-15 

caa gcg acc etc 
Gin Ala Thr Leu 
1 

tgt gee acc aca 
Cys Ala Thr Thr 
15 



Gin Ser Leu Leu 

ctg cct cag cct 
Leu Pro Gin Pro 
5 

cct ggc at 
Pro Gly 
20 



He Ala Thr Ser 
-10 

tgt gag tat ctg 147 
Cys Glu Tyr Leu 
10 

179 



<210> 448 
<211> 286 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 84 . .284 



m <221> sig_peptide 

^ <222> 84 . .203 

Tt <223> score 4.9 

U1 seq SLKICGLVFGILA/LT 



%0 <400> 448 cn 

>*\ agccgactca cttgcaactc cacctcagca gtggtctctc agtcctctca aagcaaggaa 60 

% aqagtactgt gtgetgagag acc atg gca aag aat cct cca gag aat tgt gaa 113 
*** Met Ala Lys Asn Pro Pro Glu Asn Cys Glu 

L -40 "35 

™ gac tgt cac att eta aat gca gaa get ttt aaa tec aag aaa ata tgt 

^ Asp Cys His He Leu Asn Ala Glu Ala Phe Lys Ser Lys Lys He Cys 



-30 -25 "20 -15 

aaa tea ctt aag att tgt gga ctg gtg ttt ggt ate ctg gee eta act 
Lys Ser Leu Lys lie Cys Gly Leu Val Phe Gly lie Leu Ala Leu Thr 

-10 "5 1 

eta att gtc ctg ttt tgg ggg age aag cac ttc tgg ccg gag gta ccc 
Leu He Val Leu Phe Trp Gly Ser Lys His Phe Trp Pro Glu Val Pro 

5 10 15 

aaa aaa gee tat gac atg gag cac act ac 
Lys Lys Ala Tyr Asp Met Glu His Thr 
20 25 



161 



209 



257 



286 



<210> 449 
<211> 249 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 12 . .248 

<221> sig_peptide 
<222> 12 . . 146 
<223> score 14 



325 



seq LLLLLLLPSPLHP/HP 



tttagtcctc c atg ggg eta gaa gag aga agg acg gag teg agt ggc ace 50 
Met Gly Leu Glu Glu Arg Arg Thr Glu Ser Ser Gly Thr 
_ 45 -40 " 35 

eta gaa gac get ctg tgc ctt egg agg tct tte tgc ctg cct gtc etc 
Leu Glu Asp Ala Leu Cys Leu Arg Arg Ser Phe Cys Leu Pro Val Leu 

-30 "25 "20 

atg cct etc etc etc ttg ctg etc ctg ctg cca age ccc tta cac ccc 
Met Pro Leu Leu Leu Leu Leu Leu Leu Leu Pro Ser Pro Leu His Pro 

-15 -10 "5 

cac ccc ate tgt gag gtc tec aaa gtg gec age cac eta gaa gtg aac 
His Pro lie Cys Glu Val Ser Lys Val Ala Ser His Leu Glu Val Asn 



98 



146 



194 



15 10 15 

tgt gac aag agg aat ctg aca gcg ctg cct cca gac ctg ccg aaa gac 
Cys Asp Lys Arg Asn Leu Thr Ala Leu Pro Pro Asp Leu Pro Lys Asp 
n 20 25 30 

aca aac c 
Thr Asn 

<210> 450 

W <211> 169 

%S <212> DNA 

=|j <213> Homo sapiens 

J" <220> 

%~ <221> CDS 

S <222> 1. .168 

^ <221> sigjpeptide 

4f <222> 1. . 90 

O <223> score 7.4 

f% seq LFPLLTHSEPSQG/QS 



242 



249 



144 



<400> 450 „ 
atg tgt aga att tec tgt tea aac ctt agt aac acg ttg atg aga aat 4b 
Met Cys Arg He Ser Cys Ser Asn Leu Ser Asn Thr Leu Met Arg Asn 

-30 "25 " 20 " 15 

eta ctt ttt cca etc ttg act cac tct gag cct tea cag ggg cag tct 96 

Leu Leu Phe Pro Leu Leu Thr His Ser Glu Pro Ser Gin Gly Gin Ser 

-10 -5 1 

gcg aag att gca ggc att gtt tgt tct tgt ctt gga ttt atg cct tta 
Ala Lys He Ala Gly He Val Cys Ser Cys Leu Gly Phe Met Pro Leu 
5 10 15 

169 

aat tte acc ttt tat tac aca gee a 
Asn Phe Thr Phe Tyr Tyr Thr Ala 
20 25 

<210> 451 
<211> 407 
<212> DNA 



326 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 228 . .407 

<221> sig_peptide 
<222> 228. .341 
<223> score 4 

seq FKPXSCLSLLSNX/DY 



<400> 451 

tgagttttat gmttgattta tatcttttgg ttacaagtcc tttgtcagat atatgatttg 
caaatatttt ctcactctgg gtaggttgtc tttttacttt cttgataatg tcctcttttg 
ttgcttgtgt tatctccttt tttgtttttt attcttttta aagttatctc ttacaggaag 
qattcctttt ttcttaaaaa agtttttcaa ttcttttttt ttttgag atg gag tct 

Met Glu Ser 

cac tct gtc gcc cag get agg atg egg ysg caw aat etc age tea ctg 
His Ser Val Ala Gin Ala Arg Met Arg Xaa Xaa Asn Leu Ser Ser Leu 
W -35 -30 -25 "20 

01 caa cct ctg ccg cct ggg ttc aag cca tts tec tgc ctm age etc ctg 
Gin Pro Leu Pro Pro Gly Phe Lys Pro Xaa Ser Cys Leu Ser Leu Leu 

-15 -10 " 5 

agt aay tsa gat tac agg cat gca cca cca ttc ctg get aat ttt kgw 
Ser Asn Xaa Asp Tyr Arg His Ala Pro Pro Phe Leu Ala Asn Phe Xaa 

15 10 
att ttt cat aga gat gga gtt tea cca 
He Phe His Arg Asp Gly Val Ser Pro 
^ 15 2 0 

rv 

^ <210> 452 

=P <211> 331 

0 <212> DNA 

p <213> Homo sapiens 

<220> 
<221> CDS 
<222> 78. .329 

<221> sig_peptide 
<222> 78. .137 
<223> score 6.9 

seq L YLLGML VPGGLG / YD 



60 
120 
180 
236 

284 



332 



380 



407 



<400> 452 

ettgatgeat tcattctcaa ggacacttga tccactgcca gagaggecca gaattttcta 
acttactgtg tggcaga atg aag cct ctg ctt gaa acc ctt tat ctt ttg 

Met Lys Pro Leu Leu Glu Thr Leu Tyr Leu Leu 
-20 -15 "1° 

ggg atg ctg gtt cct gga ggg ctg gga tat gat aga tec tta gcc caa 
Glv Met Leu Val Pro Gly Gly Leu Gly Tyr Asp Arg Ser Leu Ala Gin 
-5 15 



60 
110 



158 



327 



cac aga caa gag att gtg gac aag tea gtg agt cca tgg age ctg gag 2 06 

His Arg Gin Glu lie Val Asp Lys Ser Val Ser Pro Trp Ser Leu Glu 

10 15 20 

acg tat tec tat aac ata tac cac ccc atg gga gag ate tat gag tgg 254 
Thr Tyr Ser Tyr Asn He Tyr His Pro Met Gly Glu He Tyr Glu Trp 

25 30 35 

atg aga gag ate agt gag aag tac aag gaa gtg gtg aca cag cat ttc 302 
Met Arg Glu He Ser Glu Lys Tyr Lys Glu Val Val Thr Gin His Phe 
40 45 50 55 

eta gga gtg acc tat gag ace caa ccc gc 331 
Leu Gly Val Thr Tyr Glu Thr Gin Pro 
60 





<210> 


453 




<211> 


267 




<212> 


DNA 




<213> 


Homo sapiens 




<220> 




ii n S 


<221> 


CDS 


U1 


<222> 


31. .267 




<221> 


sigjpeptide 


yj 


<222> 


31. .102 




<223> 


score 4 . 6 






seq FFIFCSLNTLLLG/GV 



<400> 453 

acaactatcc tgcctgctgc ttgctgcacc atg aag tct gec aag ctg gga ttt b4 

Met Lys Ser Ala Lys Leu Gly Phe 
-20 

ctt eta aga ttc ttc ate ttc tgc tea ttg aat acc ctg tta ttg ggt 102 
Leu Leu Arg Phe Phe lie Phe Cys Ser Leu Asn Thr Leu Leu Leu Gly 

-15 -10 "5 

ggt gtt aat aaa att gcg gag aag ata tgt gga gac etc aaa gat ccc 
Gly Val Asn Lys He Ala Glu Lys He Cys Gly Asp Leu Lys Asp Pro 
15 10 15 

tgc aaa ttg gac atg aat ttt gga age tgc tat gaa gtt cac ttt aga 
Cys Lys Leu Asp Met Asn Phe Gly Ser Cys Tyr Glu Val His Phe Arg 

20 25 30 

tat ttc tac aac aga acc tec aaa aga tgt gaa act ttt gtc ttc tec 
Tyr Phe Tyr Asn Arg Thr Ser Lys Arg Cys Glu Thr Phe Val Phe Ser 
35 40 45 

267 

age tgt aat ggc aac ctt aac 
Ser Cys Asn Gly Asn Leu Asn 
50 55 

<210> 454 
<211> 392 
<212> DNA 
<213> Homo sapiens 

<220> 



150 



198 



246 



328 



<221> CDS 
<222> 172. .390 

<221> sig_peptide 
<222> 172 . .288 
<223> score 5.9 

seq SAWWCVLLEWSQG/AS 



<400> 454 

ctggggaaat tgagcctaag agaacagaaa gtacttgagg tcccacaatg aatctatgga 
tgaatgagtg cttattcatt cactcatttt ttaaaaaaat ccattccaca agtatgtctt 
aatcactgca gtgtaaggca catagggaca aaatagaaga ttcctgtcct c atg gaa 

Met Glu 

etc aca aac aag caa aca gga act gac aga cat gaa cag gta eta egg 
Leu Thr Asn Lys Gin Thr Gly Thr Asp Arg His Glu Gin Val Leu Arg 

-35 -30 "25 

agg gta aag caa gac aag agg ata agt gca tgg tgg tgc gtt tta ctg 
Arg Val Lys Gin Asp Lys Arg He Ser Ala Trp Trp Cys Val Leu Leu 

-20 -15 -10 

gag tgg tea cag ggg gec tct ctg agg agg caa cat cga ggg gag aca 
Glu Trp Ser Gin Gly Ala Ser Leu Arg Arg Gin His Arg Gly Glu Thr 
_ 5 1 5 10 

age ccc aaa tct ggg gaa aga ctt tec agg cag aga gaa cag caa aaa 
Ser Pro Lys Ser Gly Glu Arg Leu Ser Arg Gin Arg Glu Gin Gin Lys 

15 20 25 

ccg cag atg agt gac aag age ct 
Pro Gin Met Ser Asp Lys Ser 
30 



<210> 


455 


<211> 


350 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


185. .349 


<221> 


sigjpeptide 


<222> 


185. .253 


<223> 


score 9.4 




seq SLLFICFFGESFC/IC 



60 
120 
177 

225 



273 



321 



369 



392 



<400> 455 

atattttget gactggcaag gttatatgaa gtgettttat tgaagcacca ttttaactaa 
tagctcctgg tattttctgc ttcccttcgt agggaattta gttattttat tttattattt 
agctaattta gctattttaa aatagctaaa ttttagctac ttttttttca attgacaaag 
aagg atg tct aat caa aga eta ccg ctg att ttt tct ctg ttg ttt ate 
Met Ser Asn Gin Arg Leu Pro Leu He Phe Ser Leu Leu Phe He 
-20 "15 -1° 

tgc ttc ttc ggg gag agt ttc tgc att tgt gat gga act gtc tgg aca 
Cys Phe Phe Gly Glu Ser Phe Cys He Cys Asp Gly Thr Val Trp Thr 



60 
120 
180 
229 



277 



329 



-5 

wwg gtt kra tgg gag att ctt cca 
Xaa Val Xaa Trp Glu He Leu Pro 

10 15 
aag ggt tct cca tct cac tgc ctg 
Lys Gly Ser Pro Ser His Cys Leu 
25 30 



1 5 

gaa gaa gta cat tat tgg aaa gtt 

Glu Glu Val His Tyr Trp Lys Val 
20 



<210> 456 
<211> 466 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 268 . .465 



<221> sigjpeptide 
<222> 268. .372 
<223> score 7.3 

seq LDLLGSSSPPTSA/SQ 



<400> 456 

cttaaacttt attatgttgk kttcacaaag agcagccttt gttgactttg aaatcattgc 
ttcagtattc tagaaaatct tgtttttgtt aaacatgggc agtaacttac tatttttgta 
tagttgttgt wcatcktacc cccaccctgt tttaaaaata aaaagtagtt gtcagattac 
tttggcttta gaagtacctt ttcacttgcc ttagaatctt cattactttg agcctacact 
ccacctctta ttggaacttc atgaaga atg atg ttg gat ttc get ctg teg ccc 

Met Met Leu Asp Phe Ala Leu Ser Pro 
-35 "30 



^ agg eta gag cgc agt ggt ctg ate atg get tgc tgt ace ctt gac etc 
£ Arg Leu Glu Arg Ser Gly Leu lie Met Ala Cys Cys Thr Leu Asp Leu 
O -25 -20 "15 

iH ctg ggt tea age agt cct ccc acc tea gec tec cag gtg get ggg act 
~ Leu Gly Ser Ser Ser Pro Pro Thr Ser Ala Ser Gin Val Ala Gly Thr 
-10 "5 1 5 

ggg cat gtg cca cca cac cca get agt ttt ttt tac ttt ktt gta wga 
Gly His Val Pro Pro His Pro Ala Ser Phe Phe Tyr Phe Xaa Val Xaa 

10 15 20 

cag gtc tac tat gtt teg cag ctg ate t 
Gin Val Tyr Tyr Val Ser Gin Leu He 
25 30 



60 
120 
180 
240 
294 



342 



390 



438 



466 



<210> 457 
<211> 188 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 24 . . 188 

<221> sigjpeptide 



330 



<222> 24. .86 
<223> score 9.5 

seq LLVLFVLLANVQG/PG 



<400> 457 

agaaaggctg gcctctcttc aac atg gga tct tct gga ctt ttg age etc ctg 

Met Gly Ser Ser Gly Leu Leu Ser Leu Leu 
-20 -15 
gtg eta ttc gtc etc tta gcg aat gtc cag gga cct ggt ctg act gat 
Val Leu Phe Val Leu Leu Ala Asn Val Gin Gly Pro Gly Leu Thr Asp 

-10 -5 1 5 

tgg tta ttt ccc agg aga tgt ccc aaa ate aga gaa gaa tgt gaa ttc 
Trp Leu Phe Pro Arg Arg Cys Pro Lys He Arg Glu Glu Cys Glu Phe 

10 15 20 

caa gaa agg gat gtg tgt aca aag gac aga caa tgc cga 
Gin Glu Arg Asp Val Cys Thr Lys Asp Arg Gin Cys Arg 
25 30 

<210> 458 
<211> 269 
<212> DNA 
<213> Homo sapiens 

%Q <220> 

yg <221> CDS 

JS <222> 4 . .267 

<221> sigj>eptide 
y <222> 4 . . 138 
y <223> score 4 .2 
ft! seq FL I F YLF I FETES / HS 



5 3 



<400> 458 

cac atg gee gta tct gtt gta ttg gag act ggc aag ccc cag etc tea 
Met Ala Val Ser Val Val Leu Glu Thr Gly Lys Pro Gin Leu Ser 
-45 -40 -35 

ata tac aca gcg tta aca gtt act agg ttg ctg att ttc ttt cat ttt 
He Tyr Thr Ala Leu Thr Val Thr Arg Leu Leu He Phe Phe His Phe 
„30 -25 -20 "15 

ttt ttt ctt att ttt tat tta ttt att ttc gag aca gag tct cac tec 
Phe Phe Leu He Phe Tyr Leu Phe He Phe Glu Thr Glu Ser His Ser 

-10 "5 1 

etc ace cag get gca gtg cag tgg tgc gat etc ggc tea ctg egg cct 
Leu Thr Gin Ala Ala Val Gin Trp Cys Asp Leu Gly Ser Leu Arg Pro 

5 10 15 

ctg cct ccc ggc ttg age gat tct tct gtc teg gee tec cga gta get 
Leu Pro Pro Gly Leu Ser Asp Ser Ser Val Ser Ala Ser Arg Val Ala 

20 25 30 

gga att acg ggt gtg tgc cgc cat gee tc 
Gly He Thr Gly Val Cys Arg His Ala 
35 40 



53 



101 



149 



188 



48 



96 



144 



192 



240 



269 



331 



<210> 459 
<211> 313 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 161 . .313 

<221> sig_peptide 
<222> 161. .289 
<223> score 6.8 

seq ALSAXTFVSFLHA/AP 



gtacggatct ctttaatatt ctgtgtaaca aaatagaaat gctcataaag tacttctgcg 60 
gcaaaccaaa gtatagcacc tgactcaagg aaaagcaagg aaaagcacat gtgggatccc 120 
?tgaatggca agtgaaacta gccactagtt tcatttttac atg aaa caa tgg ctg 175 
s yy a Met Lys Gin Trp Leu 

-40 

tqt tgg gtg ctg agg ctg gaa ggt aga cag ggg ctt ggg gtt gga gag 
Cys T?p ?al Leu Arg Leu Glu Gly Arg Gin Gly Leu Gly Val Gly Glu 

_35 -30 " 25 

cct cqt ggg ctg cgt ttg tgc ttg ggg gcc ttg age gca sec acc ttt 
Pro Arg Gly Leu Arg Leu Cys Leu Gly Ala Leu Ser Ala Xaa Thr Phe 

-20 " 15 " 10 

gtc age ttt eta cac get get ccc cac tec cat cca gcc ctt 313 

Val Ser Phe Leu His Ala Ala Pro His Ser His Pro Ala Leu 
-5 1 5 



223 



271 



§ ~ <210> 460 

4= <211> 293 

O <212> DNA 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 48. .293 

<221> sig_peptide 
<222> 48 . . 95 
<223> score 10.1 

seq LVLTLCTLPLAVA/SA 



<400> 460 

aagatccctg cagcccggca ggagagaagg ctgagccttc tggcgtc atg gag agg 56 
3 Met Glu Arg 

-15 

etc gtc eta acc ctg tgc acc etc ccg ctg get gtg gcg tct get ggc 104 
Leu Val Leu Thr Leu Cys Thr Leu Pro Leu Ala Val Ala Ser Ala Gly 

-10 "5 1 

tgc gcc acg acg cca get cgc aac ctg age tgc tac cag tgc ttc aag 152 



332 



Cys Ala Thr Thr Pro Ala Arg Asn Leu Ser Cys Tyr Gin Cys Phe Lys 

5 10 15 

gtc age age tgg acg gag tgc ccg ccc acc tgg tgc age ccg ctg gac 
Val Ser Ser Trp Thr Glu Cys Pro Pro Thr Trp Cys Ser Pro Leu Asp 
20 25 30 35 

caa gtc tgc ate tec aac gag gtg gtc gtc tct ttt aaa tgg agt gta 
Gin Val Cys He Ser Asn Glu Val Val Val Ser Phe Lys Trp Ser Val 

40 45 50 

cqc gtc ctg etc age aaa cgc tgt get ccc aga tgt ccc aac tea 
Arg Val Leu Leu Ser Lys Arg Cys Ala Pro Arg Cys Pro Asn Ser 
55 60 65 

<210> 461 
<211> 380 
<212> DNA 

<213> Homo sapiens 

<220> 
^ <221> CDS 
U <222> 226. .378 

Ul <221> sig_peptide 

N= <222> 226 . .315 

liJ <223> score 4.8 

jg seq CLFLNARLAGTLC/QL 



<400> 461 . . . „. 

acagacatca getegggtea accgcgggcc tcgagcccga gtggctgagg gctgttacct 
tcaaaccttt gaatcccacg ttttcccctt gacttcctgt cacegttaga gaaaagtgga 
cagcgtctcg gtcacagagt tggagaaata gtgeagggae tcttcaggga gagegtttte 
eteatcaaag caaactgeaa aategcttet gecggcgtgg acetg atg aga gtc ggt 

-30 

cgt cgt gag gga cac cct ctg ttc cct aac gtc ccc cgc tgc tta ttt 
Arg Arg Glu Gly His Pro Leu Phe Pro Asn Val Pro Arg Cys Leu Phe 

-25 " 20 " 15 

tta aac get egg ttg gcg gga acc ctg tgc cag ctg aaa etc ctt cag 
Leu Asn Ala Arg Leu Ala Gly Thr Leu Cys Gin Leu Lys Leu Leu Gin 

-10 -5 1 5 

ttt ggc cgc eta gga aac acc gag agt cac eta cat ggg ctg get gg 
Phe Gly Arg Leu Gly Asn Thr Glu Ser His Leu His Gly Leu Ala 
10 15 20 



= $5 



J3 

=3= 



200 



248 



293 



60 
120 
180 
237 



285 



333 



380 



<210> 462 
<211> 198 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 7. .198 

<221> sig_peptide 



333 



<222> 7.-63 
<223> score 3.9 

seq SVCLCPCLNKGQS/EN 



agcaag atg ttc tec tgc tgt ate tea gtt tgt eta tgt cct tgt etc 
Met Phe Ser Cys Cys He Ser Val Cys Leu Cys Pro Cys Leu 
-15 -10 
aac aaa ggc caa agt gag aat ctt tec aga gac tgc ggw cat tgg ctg 
Asn Lys Gly Gin Ser Glu Asn Leu Ser Arg Asp Cys Gly His Trp Leu 
.5 1 5 10 



48 



96 



144 



192 



aac cct cac cat cga cgc etc tgg cca ttt ggc aga agg cac cca cag 
Asn Pro His His Arg Arg Leu Trp Pro Phe Gly Arg Arg His Pro Gin 

15 20 25 

gat tgt gga etc ttc caa gat tea caa tgr tat ggt gaa tec aaa gac 
Asp Cys Gly Leu Phe Gin Asp Ser Gin Xaa Tyr Gly Glu Ser Lys Asp 
30 35 40 

JU 198 

j*« tgg aac 
Trp Asn 
%} 45 

y i 

M= <210> 463 
yj <211> 196 
ufk <212> DNA 

<213> Homo sapiens 

^ <220> 

^ <221> CDS 

^ <222> 42 . . 194 

% s ; 

fU <221> sigjpeptide 

JS <222> 42. .152 

f% <223> score 5.6 

m seq LVASFLMSSWRT/SS 



attccctact aatcctcagt ggacatgeae agtgtttgta a atg act aat aca gtt 56 

Met Thr Asn Thr Val 
-35 

aag aca ttt gta cat cat cat ctt etc atg gaa gat cct aga ctt tec 104 
Lys Thr Phe Val His His His Leu Leu Met Glu Asp Pro Arg Leu Ser 

_30 -25 "20 

tta cag aaa ctg gtg get tct ttt ctt atg tec tea gtg gta aga aca 152 
Leu Gin Lys Leu Val Ala Ser Phe Leu Met Ser Ser Val Val Arg Thr 

-15 -10 "5 

tea tct ctt gag gag aat gtc aag gtt cat cct ate cca aca ta 196 
Ser Ser Leu Glu Glu Asn Val Lys Val His Pro He Pro Thr 
15 10 

<210> 464 
<211> 417 
<212> DNA 



334 



4» • 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 198. .416 

<221> sig_peptide 
<222> 198 . .251 
<223> score 3.7 

seq VCWGHLLPARVST/RS 



o 



SS2 z 

iu 



<400> 464 

gagaycaact ctatttgagc aasagtkagg aagatttccc tgtctcccag ctgagtaacc 
actcaggttt atttaaatcc agtttaaata tggtttcagt aatgattttc caatggtcta 
cagcaaagaa tggtgctcca agcctgaaca ttgagcacga cccaggtcat atgcacaaca 
cgacaggttg agcgtcc atg tgt ggc tac tgg gtt tgc tgg gga cac etc 



10 15 



30 



45 

<210> 465 
<211> 464 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 89. .463 

<221> sig_peptide 
<222> 89. .178 
<223> score 13.2 

seq LLLLSTLVIPSAA/AP 







15 










10 






aca 


cgc 


age 


agt 


gag 


cag 


ccc 


cgt 


gtg 


acc 


Thr 


Arg 


Ser 


Ser 


Glu 


Gin 
5 


Pro 


Arg 


Val 


Thr 


atg 


1 

atg 


tea 


gca 


tec 


ctt 


ctg 


act 


tgg 


agg 


Met 


Met 


Ser 


Ala 


Ser 


Leu 


Leu 


Thr 


Trp 


Arg 










20 










25 


cca 


atg 


cca 


ctg 


tea 


cct 


tgc 


aga 


tea 


gtc 


Pro 


Met 


Pro 


Leu 


Ser 


Pro 


Cys 


Arg 


Ser 


Val 








35 










40 




aag 


ate 


ctg 


gaa 


tat 


gtt 


can 


gca 


t 




Lys 


He 


Leu 


Glu 


Tyr 


Val 


Xaa 


Ala 








50 










55 







60 
120 
180 
230 



278 



326 



374 



417 



<400> 465 

aaacagtacg tgggcggccg gaatccggga gtccggtgac ccgggctgtg gtctagcata 
aaggeggage cagaagaagg ggcggggt atg gga gaa gcc tec cca cct gcc 

Met Gly Glu Ala Ser Pro Pro Ala 
-30 -25 
ccc gca agg egg cat ctg ctg gtc ctg ctg ctg etc etc tct acc ctg 
Pro Ala Arg Arg His Leu Leu Val Leu Leu Leu Leu Leu Ser Thr Leu 



60 
112 



160 



335 



208 



256 



304 



352 



400 



448 



-20 -15 -10 

gtg ate ccc tec get gca get cct ate cat gat get gac gec caa gag 
Val He Pro Ser Ala Ala Ala Pro He His Asp Ala Asp Ala Gin Glu 

_5 1 5 10 

age tec ttg ggt etc aca ggc etc cag age eta etc caa ggc ttc age 
Ser Ser Leu Gly Leu Thr Gly Leu Gin Ser Leu Leu Gin Gly Phe Ser 

15 20 25 

cqa ctt ttc ctg aaa ggt aac ctg ctt egg ggc ata gac age tta ttc 
Arg Leu Phe Leu Lys Gly Asn Leu Leu Arg Gly lie Asp Ser Leu Phe 

30 35 40 

tct gee ccc atg gac ttc egg ggc etc cct ggg aac tac cac aaa gag 
Ser Ala Pro Met Asp Phe Arg Gly Leu Pro Gly Asn Tyr His Lys Glu 

45 50 55 

gag aac cag gag cac cag ctg ggg aac aac acc etc tec age mac etc 
Glu Asn Gin Glu His Gin Leu Gly Asn Asn Thr Leu Ser Ser Xaa Leu 

60 65 70 

cag ate gac nng atg acc gac aac aag aca gga gag gtg ctg ate tec 
Gin lie Asp Xaa Met Thr Asp Asn Lys Thr Gly Glu Val Leu lie Ser 
75 80 85 90 

75 Z 464 

P gag aat gtg gtg gca t 

^ Glu Asn Val Val Ala 

HI 95 

kl <210> 466 
<211> 248 
■ *% <212> DNA 

. ?~ <213> Homo sapiens 

^? 

%, <220> 

^ <221> CDS 

ij4 <222> 13 . .246 

hi 

=C <221> sigjpeptide 

O <222> 13. .81 

f% <223> score 11.8 

^ seq CLFVCLFLSQSFA/FV 



aaaagtattg gg atg cct agt tac aar gtg tgt ggg gtt ttt tgt ttg ttt 51 
Met Pro Ser Tyr Lys Val Cys Gly Val Phe Cys Leu Phe 
-20 "15 
gtt tgt ttg ttt ttg age cag agt ttt get ttt gtc etc cag get gga 99 
rvs Leu Phe Leu Ser Gin Ser Phe Ala Phe Val Leu Gin Ala Gly 



Val Cys Leu Phe Leu Ser Gin Ser 

-10 -5 1 5 

gtg cag tgg cgc gat etc tgc tea ctg caa cct cag ctt ccc agg ttc 147 
Val Gin Trp Arg Asp Leu Cys Ser Leu Gin Pro Gin Leu Pro Arg Phe 

10 15 20 

ggg cca tec tec tgc etc age etc eca agt ggc tgg gac tgc agg cgc 195 
Gly Pro Ser Ser Cys Leu Ser Leu Pro Ser Gly Trp Asp Cys Arg Arg 

25 30 35 

cca cca cca cgc ctg get aat tct tgt gtt ttc ggt gga gac ggg gtt 243 
Pro Pro Pro Arg Leu Ala Asn Ser Cys Val Phe Gly Gly Asp Gly Val 
40 45 50 



336 



248 

tea cc 

Ser 

55 



<210> 467 

<211> 349 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 46. .348 



<221> sig_peptide 
<222> 46. .102 
<223> score 11 

seq SLVLLLCLTCSYA/FM 



<400> 467 

aagcaaaccc gtcatgagca actcccttcc ccatctctgt tcacc atg tgg acg ctg 

Met Trp Thr Leu 



aaa a 
Lys 



57 
105 



153 



201 



* aaa teg tec ctg gtc ctg ctt ctg tgc etc acc tgc age tat gec ttt 
il Lys Ser Ser Leu Val Leu Leu Leu Cys Leu Thr Cys Ser Tyr Ala Phe 
3 -15 -10 " 5 \ 

"S atg ttc tct tct ctg aga cag aaa act age gaa ccc cag ggg aag gtg 
« Met Phe Ser Ser Leu Arg Gin Lys Thr Ser Glu Pro Gin Gly Lys Val 
^ 5 10 15 

L caa tac gga gag cac ttt egg att egg cag aat eta cca gag cac acc 
Gin Tyr Gly Glu His Phe Arg He Arg Gin Asn Leu Pro Glu His Thr 
"U 20 25 30 

iJ caa ggc tgg ctt ggg age aaa tgg etc tgg ctt ctt ktt gtt gtt gtg 249 
C Gin Gly Trp Leu Gly Ser Lys Trp Leu Trp Leu Leu Xaa Val Val Val 
Q 35 40 45 

S ccg ttt gtg ata ctg cag tgt caa aga gac agt gag aag aat aag gag 
^ Pro Phe Val He Leu Gin Cys Gin Arg Asp Ser Glu Lys Asn Lys Glu 
50 55 60 65 

cag agt cct cct ggc ctt cga ggc ggc caa ctt cac tct cca tta aag 
Gin Ser Pro Pro Gly Leu Arg Gly Gly Gin Leu His Ser Pro Leu Lys 
70 75 80 



297 



345 



349 



<210> 468 
<211> 347 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 106. .345 

<221> sig_peptide 
<222> 106. .237 



337 



<223> score 3.7 

seq RFLLFCVHGDGHA/EN 



Arg 

H 1 25 

H 3 a 

yp <210> 469 
<211> 269 
,H <212> DNA 
J* 5 " <213> Homo sapiens 

<220> 
<221> CDS 
Hi <222> 105. .269 



3? 



30 35 



<221> sig_peptide 
<222> 105. .194 
<223> score 4.3 

seq LLPTLPWLPSTRL/LS 



117 



ta^gagagga acgggagata tgagggctca agtcgcaatg tatctgctga gcaaaaagat 60 
gaaaacaaag aagcaaagcc tcgatcccta cgcttcacct ggagc atg aaa acc act 

agt tea atg gat ccc ggg gac atg atg egg gaa ate cgc aaa gtg ttg 165 
Ser Ser Met Asp Pro Gly Asp Met Met Arg Glu lie Arg Lys Val Leu 
-40 "35 " 30 

gac gec aat aac tgc gac tat gag cag agg gag cgc ttc ttg etc ttc 213 
Asp Ala Asn Asn Cys Asp Tyr Glu Gin Arg Glu Arg Phe Leu Leu Phe 

-20 "15 -10 

tgc gtc cac gga gat ggg cac gcg gag aac etc gtg cag tgg gaa atg 
Cys Val His Gly Asp Gly His Ala Glu Asn Leu Val Gin Trp Glu Met 

-5 1 5 

gaa gtg tgc aag ctg cca aga ctg tct ctg aac ggg gtc egg ttt aag 
Glu Val Cys Lys Leu Pro Arg Leu Ser Leu Asn Gly Val Arg Phe Lys 
10 15 20 

V C gn ata teg ggg aca tec ata gee ttc asa aat att gc 
W Arg lie Ser Gly Thr Ser He Ala Phe Xaa Asn He 



261 



309 



gcacagcgct grratgecag gttegggtag gaggcccctt gggggrmnra ttctttagga 60 
aattccttta gaagvaaaca acttgggact ggatagcgtg cgat atg cag aga aat lib 

Met Gin Arg Asn 

-30 

gca act ttc att cat ttg cag tta gcg ate cgc cct tec ctg etc ccc 164 
Ala Thr Phe lie His Leu Gin Leu Ala He Arg Pro Ser Leu Leu Pro 



-25 



10 

cat tta aga 



212 



-20 -15 
acc ctt ccg tgg etc ccc agt acc cgc ctg ctg teg ccc aca ccc tta 
Thr Leu Pro Trp Leu Pro Ser Thr Arg Leu Leu Ser Pro Thr Pro Leu 

10-5 1 5 

gga cag ctt cgt ggc ccc ccg gga deg cag agg gec atg cct acc get 260 
Gly Gin Leu Arg Gly Pro Pro Gly Xaa Gin Arg Ala Met Pro Thr Ala 



269 



338 



His Leu Arg 
25 

<210> 470 
<211> 230 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 16 . .228 

<221> sig_peptide 
<222> 16 . . 96 
<223> score 8.8 

seq VLLLLPFTTTSLC/EL 



<400> 470 

ttatcagcat tttgg atg aag gta aag gaa gac ttt cca ttg tta agt aga s± 
Met Lys Val Lys Glu Asp Phe Pro Leu Leu Ser Arg 
-25 "20 



aaq agt gtc ctg eta ttg eta cca ttc aca aca act agt ttg tgt gaa 
Lys Ser Val Leu Leu Leu Leu Pro Phe Thr Thr Thr Ser Leu Cys Glu 

^ -R 1 



99 



-15 -10 "5 

eta ggg ttt tec ate tta acg cag tta maa aca amg gam aga mat ggg 147 
Leu Gly Phe Ser He Leu Thr Gin Leu Xaa Thr Xaa Xaa Arg Xaa Gly 

10 15 



5 



ctg aat tgt gca gca gtt atg egg gta gca tta tct tec tgt gtt cca 195 
— Ala Ala Val Met Arg Val Ala Leu Ser Ser Cys Val Pro 



Leu Asn Cys 
20 



25 30 



gac tgg aat gaa cnt atg aac agg caa gca cac aa 
Asp Trp Asn Glu Xaa Met Asn Arg Gin Ala His 
35 40 



230 



<210> 471 
<211> 359 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 179. .358 



<221> sigjpeptide 
<222> 179. .307 
<223> score 4.7 

seq GIFLVIFCSESFS/LL 



<400> 471 

atggamttct gggttgacar 
ttgtttctag tttgtagtca 
tctagctgtt ttcaggratt 



atgttttgtt gtgttttgtt 
gcattcatag gtgtacttga 
tctctttkat ttttgagttc 



tatwectcat ctgttctcta 
ttcctcctat rwtattagnn 
cagtagtttg actataat 



339 



atg ata aac 
Met He Asn 

aga get tct 
Arg Ala Ser 
-25 

ttt ctt gta 
Phe Leu Val 
-10 

ttc agt tea 
Phe Ser Ser 



eta ctt gtg 
Leu Leu Val 
-40 

tgc atg tgt 
Cys Met Cys 

ata ttt tgt 
He Phe Cys 

ata tat gtt 
He Tyr Val 
10 



ggt aac tgc 
Gly Asn Cys 
-35 

aga tkb atg 
Arg Xaa Met 
-20 

tct gaa tea 
Ser Glu Ser 
-5 

aag acc ttt 
Lys Thr Phe 



att tat ctg 
He Tyr Leu 

tct ttc gec 
Ser Phe Ala 

ttt tct ctt 
Phe Ser Leu 
1 

tgg cca gtg 
Trp Pro Val 
15 



ctt gga get 
Leu Gly Ala 
-30 

aaa ttt ggg 
Lys Phe Gly 
-15 

etc etc tgg 
Leu Leu Trp 

9 



att 226 
He 

att 274 
He 

aac 322 

Asn 

5 

359 



<210> 472 
<211> 246 
<212> DNA 

<213> Homo sapiens 



<220> 
^ <221> CDS 

<222> 55 . .246 



55- 



<221> sig_peptide 
<222> 55. .126 
<223> score 7.8 

seq FLLCLCIAYWAST/AV 



%. <400> 472 

w attctcatcg egattgeact catcaaagaa gecagcaggg ctgtgggata cgtc atg 
Hi Met 

W tgc tec ttg etc tac cca ctg gtc acc ttc ttc ttg ctg tgc etc tgc 

£ Cys Ser Leu Leu Tyr Pro Leu Val Thr Phe Phe Leu Leu Cys Leu Cys 

Q -20 "15 ~ 10 

« ate gee tac tgg gee age act get gtc ttc ctg tec act tec aac gaa 

~ He Ala Tyr Trp Ala Ser Thr Ala Val Phe Leu Ser Thr Ser Asn Glu 
-5 1 5 

gcg gtc tat aag ate ttt gat gac age ccc tgc cca ttt act gcg aaa 

Ala Val Tyr Lys He Phe Asp Asp Ser Pro Cys Pro Phe Thr Ala Lys 

10 15 20 25 



57 
105 

153 

201 



acc tgc aac cca gag acc ttc ccc tec tec aat gag ccc cgc cat 246 
Thr Cys Asn Pro Glu Thr Phe Pro Ser Ser Asn Glu Pro Arg His 
30 35 40 



<210> 473 
<211> 408 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 105. .407 

<221> sig_peptide 



340 



<222> 105. .242 
<223> score 7.8 

seq LVLLGTRVPLSGG/GP 



aaacagggcc attggcaaag ctggggtacc agtcacccag ccacgctcta gggtggtagc 60 
caagaagacg gaccccgagt gggaggcaga gagacaagag gtgg atg aag cag age 
3 Met Lys Gin Ser 

-45 

aag cgt gas atg gtg aag aga aga egg age ccc gcg ctg gga gag gaa 164 
Lys Arg Xaa Met Val Lys Arg Arg Arg Ser Pro Ala Leu Gly Glu Glu 

-40 -35 "30 

cgc ttc agt ccg agt tec att ctg cac cca agg etc ccc ttg gtc etc 
Arg Phe Ser Pro Ser Ser lie Leu His Pro Arg Leu Pro Leu Val Leu 

-25 "20 "15 

ctg gga ace agg gtg ccc ctt agt ggt ggt ggc cca gga gaa ccc gac 
Leu Gly Thr Arg Val Pro Leu Ser Gly Gly Gly Pro Gly Glu Pro Asp 



-10 "5 1 5 



Pro 
55 

<210> 474 
<211> 335 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 169. .333 

<221> sig_peptide 
<222> 169. .267 
<223> score 5.4 

seq AACHTLSLSLTTA/HN 



212 



260 



308 



t caa ggc agg age gec ccc tec tgg aag age etc get tea acg cat mat 

^ Gin Glv Arq Ser Ala Pro Ser Trp Lys Ser Leu Ala Ser Thr His Xaa 

Ul 10 15 20 

^ cat tec egg ccg gca gca ggg gcg acg cca gca agg cct gcg act cag 

Ui His Ser Arg Pro Ala Ala Gly Ala Thr Pro Ala Arg Pro Ala Thr Gin 
■*S 25 3° 35 

S age cag ctt ggc ccg ttc gee ccg ccc ctt ccc ggt gtc cgc ccc gee 

3 Ser Gin Leu Gly Pro Phe Ala Pro Pro Leu Pro Gly Val Arg Pro Ala 

40 45 50 

s * u 408 

cca t 



356 



404 



60 



<400> 474 

ttaaaaatgc aackngtttt atcttccttg gtttttctca acaatttcca aagaaaattc 
tggcttcaaa tactggaata tgttcatccg actgaggtct gagaaagaag aaaattaaaa 120 
attqaamcaa yttgmttwtt kcttccttga tttttctgaa cagcttcc atg gaa act 177 

3 Met Glu Thr 

ttt gee tea tac agt gga att ggg ttc ate caa ctg agg ggt ggt gga 225 
Phe Ala Ser Tyr Ser Gly lie Gly Phe He Gin Leu Arg Gly Gly Gly 



341 



-30 

aaa get gca tgt 
Lys Ala Ala Cys 

ttc aag gat gga 
Phe Lys Asp Gly 
5 

act ggg cct tgt 
Thr Gly Pro Cys 
20 



-25 

cac acg ctg tea 
His Thr Leu Ser 
-10 

ggg cca cat tea 
Gly Pro His Ser 
10 

ca 



-20 

etc agt ctg acc 
Leu Ser Leu Thr 
-5 

gac aca tgg cct 
Asp Thr Trp Pro 



-15 

aca gca cat aat 273 
Thr Ala His Asn 
1 

tgc aaa gag aaa 321 

Cys Lys Glu Lys 

15 



<210> 475 
<211> 209 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 36 . .209 



^ <221> sigjpeptide 
^ ; <222> 36. .86 



<223> score 7.5 

seq FLFLFLLXXLIVA/VT 



<400> 475 

^ cttttttdtc ckgeacaagg gatttceggg tcagg atg aac aaa cac ttc ttg 
s Met Asn Lys His Phe Leu 

W -15 

W ttc etc ttc etc ctt dac kgc etc att gtg gca gtg aca tea ctt cag 

W phe Leu Phe Leu Leu Xaa Xaa Leu He Val Ala Val Thr Ser Leu Gin 

-e" -io -s i 5 



53 



101 



14 9 



tgc ata aca tgc cac ctt cgc aca egg aca gac cgc tgt aga aga ggc 
Cys He Thr Cys His Leu Arg Thr Arg Thr Asp Arg Cys Arg Arg Gly 

10 15 20 

ttt ggt gdc tgt act get cag aag ggc gag gca tgc atg etc tta agg 197 
Phe Gly Xaa Cys Thr Ala Gin Lys Gly Glu Ala Cys Met Leu Leu Arg 

25 30 35 

att cac cag cgc 
He His Gin Arg 
40 



209 



<210> 476 
<211> 328 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 79. .327 

<221> sig_peptide 
<222> 79. .201 



342 



<223> score 3.6 

seq LHTSVTLFLLSYC/DC 



<400> 476 

agatgattcc ctgattctcc agagagatta cacacttcgt ttgtggctaa ggttactgtg 
acccaatgaa agaagaaa atg aaa gcc ata aag aaa agt ctt aca gaa gaa 

Met Lys Ala He Lys Lys Ser Leu Thr Glu Glu 
-40 -35 
gaa tac ctg tac ctg gac ttt tct cac caa aca gaa gga tgc ate ttt 
Glu Tyr Leu Tyr Leu Asp Phe Ser His Gin Thr Glu Gly Cys He Phe 
-30 -25 -20 -15 

cct ctt cat aca tct gta act tta ttt ctg tta tct tac tgt gac tgt 
Pro Leu His Thr Ser Val Thr Leu Phe Leu Leu Ser Tyr Cys Asp Cys 

-10 -5 1 

aaa ate ttt aaa att tgc tta gtt gtc acc aaa gag gtg agt aga gat 
Lys He Phe Lys He Cys Leu Val Val Thr Lys Glu Val Ser Arg Asp 
5 10 15 

» avn tea eta eta aga gat gac ctg ate cag gat gtt gaa ata cag att 
't Xaa Ser Leu Leu Arg Asp Asp Leu He Gin Asp Val Glu He Gin He 
% 20 25 30 

^ att tea agg cag gag etc cca cca a 
N" He Ser Arg Gin Glu Leu Pro Pro 
U 35 40 



<210> 477 
Q <211> 470 
<212> DNA 
^ <213> Homo sapiens 

* <220> 

J <221> CDS 

P <222> 268 . .468 

stc 

3 <221> sig_peptide 

* <222> 268 . .375 
<223> score 5.6 

seq SFLLFXXVLKTES/CS 



60 
111 



159 



207 



255 



303 



328 



60 
120 
180 
240 
294 



<400> 477 

tgacactgtg gaatggatgg ggacatgggg gttcatcctg atattttcaa cactgtttta 
tatgtttgaa aaaatttaag tacttgggaa gtgaaagtgc tcagagatac cagaatcaaa 
gtgggatgag attaactttg tttgagtgtt gctgggaaga ctgcatggag gaggtgggaa 
ctggtataag atgggaagaa aeggtattec cctaggcahv gaggecactg cttcctgaga 
gtcagcgcca tctgaagagg aagggag atg aag ctg ggt gcc gag gag gag gaa 

Met Lys Leu Gly Ala Glu Glu Glu Glu 
-35 "30 
agg tta gaa agt ggc ctg age age tct ata aaa csm tnc act tea ttt 342 
Arg Leu Glu Ser Gly Leu Ser Ser Ser He Lys Xaa Xaa Thr Ser Phe 

-25 "20 "15 

ctt ttg ttt tgw ynt gtt tta aag aca gag tct tgc tct gtg gcc cag 
Leu Leu Phe Xaa Xaa Val Leu Lys Thr Glu Ser Cys Ser Val Ala Gin 
-10 -5 1 5 



390 



343 



get gga ctg caa tgg tgc gat etc 
Ala Gly Leu Gin Trp Cys Asp Leu 
10 

tgg gtt caa age gat tct cct gec 
Trp Val Gin Ser Asp Ser Pro Ala 
25 



age tea ctg caa ctt cca gec ycc 
Ser Ser Leu Gin Leu Pro Ala Xaa 

15 20 
tea gec tc 
Ser Ala 
30 



<210> 478 
<211> 172 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 14 . . 172 



<221> sig_peptide 
<222> 14. .58 
<223> score 10.9 

seq LSVCLLLVTLALC/CY 



^ <400> 478 

W aaaacaagee acc atg aag ctg teg gtg tgt etc ctg ctg gtc acg ctg 4 9 

yg Met Lys Leu Ser Val Cys Leu Leu Leu Val Thr Leu 

$ -15 -10 "5 

-*fl gee etc tgc tgc tac cag gee aat gec gag ttc tgc cca get ctt gtt 97 

I* Ala Leu Cys Cys Tyr Gin Ala Asn Ala Glu Phe Cys Pro Ala Leu Val 

« 1 5 10 

— tct gag ctg tta gac ttc ttc ttc att agt gaa cct ctg ttc aag tta 14 5 

Ser Glu Leu Leu Asp Phe Phe Phe He Ser Glu Pro Leu Phe Lys Leu 
y 15 20 25 

P agt ctt gee aaa ttt gat gee cct cga 172 

3 ser Leu Ala Lys Phe Asp Ala Pro Arg 

*J 30 35 



<210> 479 

<211> 270 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 87. .269 



<221> sig_peptide 
<222> 87. .194 
<223> score 4.7 

seq SCFVPSLVTGALQ/QS 



<400> 479 

agcagtccag agaagtgaaa tgacttgect gaagccacag agectgeaag tgegaggget 
gggattccaa tccaagctct gggeca atg get ttg cat ate eta gaa tgc gag 



344 



161 



209 



257 



Met Ala Leu His He Leu Glu Cys Glu 
-35 -30 
agg aac gtt tgt ttt gta gca gtt aga cag cct get cat gaa age tgc 
Arg Asn Val Cys Phe Val Ala Val Arg Gin Pro Ala His Glu Ser Cys 

-25 "20 -15 

ttt gtg ccc age ctt gtg aca ggt get tta caa caa tec cag aca cag 
Phe Val Pro Ser Leu Val Thr Gly Ala Leu Gin Gin Ser Gin Thr Gin 

-10 "5 1 5 

cac cca cct tgg gtt tgc cct cag gta cag ggc tec tat cca tec tgg 
His Pro Pro Trp Val Cys Pro Gin Val Gin Gly Ser Tyr Pro Ser Trp 
10 15 20 

270 

aag aac aga ggg a 
Lys Asn Arg Gly 
25 

<210> 480 
<211> 267 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 113 . .265 

<221> sig_peptide 
<222> 113. .181 
<223> score 6.9 

seq SLILVCLPIYCRS/LF 



118 
Met Met 

166 



U tgagctgcaa gatcttagtg agagtgaatg tttgagacac aaatgctgtt tttcatcatc 60 
P ggggaccacg agcttcaaat gttttgetec atttagagat gtgectaaac ag atg atg 

3 caa atg ttd rgg ctt ggt gcg ate age ctt ate ctg gta tgt ctg ccc 
Gin Met Xaa Xaa Leu Gly Ala He Ser Leu He Leu Val Cys Leu Pro 

-20 -15 -1° 

att tat tgc cgc tct ctt ttc tgg agg age gaa ccg gee gat gat tta 214 
He Tyr Cys Arg Ser Leu Phe Trp Arg Ser Glu Pro Ala Asp Asp Leu 
-5 1 5 10 

caa agg cag gac aac aga gtt gta acg ggt ttg aag aaa caa aga agg 262 
Gin Arg Gin Asp Asn Arg Val Val Thr Gly Leu Lys Lys Gin Arg Arg 
15 20 25 

267 

aat ca 
Asn 

<210> 481 
<211> 257 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 65 . .256 



345 



<221> sig_peptide 
<222> 65. .109 
<223> score 3.9 

seq ILVFLCRRLLLEA/SI 



<400> 481 

atagattctc tctttgtgcc acaagactgc tgcagaagga tgggggcagt ggttgtatag 
ataa atg ttc att ttg gtg ttc ctg tgc aga aga tta tta eta gag get 
Met Phe He Leu Val Phe Leu Cys Arg Arg Leu Leu Leu Glu Ala 
-15 -10 "5 

tct att cag eta ttt tgc tct acc tec tct tec aga aca agg ttt ctt 
Ser He Gin Leu Phe Cys Ser Thr Ser Ser Ser Arg Thr Arg Phe Leu 
15 10 15 

gag atg gaa tct att tct gat gaa gat get atg agt att gtt gaa atg 
Glu Met Glu Ser He Ser Asp Glu Asp Ala Met Ser He Val Glu Met 

20 25 30 

aca aca aag gat eta gaa tat tac ata aac tta gtt gat aaa atg gca 
Thr Thr Lys Asp Leu Glu Tyr Tyr He Asn Leu Val Asp Lys Met Ala 
35 40 45 



| a 



ty 
fU 



gee a 
Ala 

<210> 482 
<211> 299 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 22 . .297 

<221> sig_j>eptide 
<222> 22. .153 
<223> score 4.8 

seq SGLMQMLLLKVSA/HI 



60 
109 



157 



205 



253 



257 



<400> 482 

ctctgccaat atcgtgtgtc c atg ctg aag atg gac gag age acg ctg ctg bi 

Met Leu Lys Met Asp Glu Ser Thr Leu Leu 
-40 "35 
egg gag gee cag gag etc age ctg gag aag ctg cag cag gee gtg agg 99 
Arg Glu Ala Gin Glu Leu Ser Leu Glu Lys Leu Gin Gin Ala Val Arg 

-30 -25 "20 

mag aac ggg etc atg teg ggg ctg atg cag atg ctg ctg ctg aag gtg 147 
Xaa Asn Gly Leu Met Ser Gly Leu Met Gin Met Leu Leu Leu Lys Val 

-15 -10 -5 

tct gca cac ate asc gag cag ctg ggc atg gee cca ggt ggc gag ttc 195 
Ser Ala His He Xaa Glu Gin Leu Gly Met Ala Pro Gly Gly Glu Phe 

15 10 
agg gag gsc ttc aag gag gee age aag gtg cct ttc tgc aag tdc cac 243 
Arg Glu Xaa Phe Lys Glu Ala Ser Lys Val Pro Phe Cys Lys Xaa His 



346 



15 

ctg ggt gac cgr 
Leu Gly Asp Arg 

btc tec tt 
Xaa Ser 



20 

ccc ate ccc gtc 
Pro lie Pro Val 
35 



25 

acc ttc aag agg 
Thr Phe Lys Arg 
40 



30 

gec ate gca gcg 291 
Ala He Ala Ala 
45 

299 



<210> 483 
<211> 195 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 20 . . 193 



<221> sigjoeptide 
<222> 20 . . 91 
<223> score 7.5 

seq L I SELLLLRS VTS / HN 

<400> 483 

ttctgattat gatggtaat atg gta ttc tgg gaa ata tct gtc caa att ate 52 

Met Val Phe Trp Glu He Ser Val Gin He He 
-20 -15 
ctg ate tct gaa etc ctg ctg ttg agg tea gtc act tea cac aat acc 100 
Leu He Ser Glu Leu Leu Leu Leu Arg Ser Val Thr Ser His Asn Thr 

-10 -5 1 

atg atg aga get tta tea age cag atg ctt agt cag age ttt cca aga 148 
Met Met Arg Ala Leu Ser Ser Gin Met Leu Ser Gin Ser Phe Pro Arg 
ry 5 10 15 

5 ccc age ttt ggt ttt ate age aaa ate cat cct tec cac ccc ccc aa 195 
Q Pro Ser Phe Gly Phe He Ser Lys He His Pro Ser His Pro Pro 
f\ 20 25 30 

<210> 484 
<211> 436 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 271. .435 



<221> sigjpeptide 
<222> 271. .390 
<223> score 9.1 

seq RLMLSLCLPPILS/GT 



<400> 484 

tatcctcacg acaagectgt gaggcadnbg ctcattgttc ccatcttgat gaaacttgag 
tctcagggaa gtgaagtgac ttgcccaggg tcactcaggt agagttgaga ttcaraccca 



347 




catgtggctc caadktctgc atctggattt gggggwgttt tttggmatgg caccctcacc 
tctctccctg cctgttttcc ccaaagtgga aaggaaggcc tttcaaacca gagtgtctca 
ctcccctctg acctccagac cagatggggc atg age cag cca get cag cca ggc 

Met Ser Gin Pro Ala Gin Pro Gly 
-40 -35 
tec ctg tgt cct ggg agg aag tgt ccc ate ccc cat gee cct tat ggg 
Ser Leu Cys Pro Gly Arg Lys Cys Pro lie Pro His Ala Pro Tyr Gly 

-30 -25 "20 

gag gga ggg cgt ctg atg etc tct etc tgc etc ccc ccc ate ctg tea 
Glu Gly Gly Arg Leu Met Leu Ser Leu Cys Leu Pro Pro He Leu Ser 



-15 



-10 -5 



ggc aca ggt gac ggg ggc age cca wgc gag ccc ttc tec tgc tgc t 
Gly Thr Gly Asp Gly Gly Ser Pro Xaa Glu Pro Phe Ser Cys Cys 
15 10 15 





<210> 


485 




<211> 


304 




<212> 


DNA 


o 


<213> 


Homo sapiens 










<220> 




Ul 


<221> 


CDS 




<222> 


106 . .303 




<221> 


sigjpeptide 




<222> 


106. .210 




<223> 


score 8 . 5 






seq FVLFCS VLRRSLA/ RS 








sa ; 








<400> 


485 



180 
240 
294 



342 



390 



436 



tcctcactgt gcccaccagg taacgcutgt ggtccttctc ctgtgtagca gcatcctctg 60 
aaaggatgga gactctacaa agagggaccg gtgcctgggc ctagg atg gaa get ggc 117 
33 Met Glu Ala Gly 

-35 

aaa cad tgg ccc atg ggc aaa tec tgc cca cca cat ttt ttt gtt ttg 165 
Lys Xaa Trp Pro Met Gly Lys Ser Cys Pro Pro His Phe Phe Val Leu 

_ 30 -25 -20 

ttt tgt ttt gtt tta ttc tgt tct gtt ttg aga egg agt ctt get egg 213 
Phe Cys Phe Val Leu Phe Cys Ser Val Leu Arg Arg Ser Leu Ala Arg 
-15 -10 -5 1 

teg ccc agg ctg gag tgc agt ggc gcg ate ttg get cac tgc aac etc 
Ser Pro Arg Leu Glu Cys Ser Gly Ala lie Leu Ala His Cys Asn Leu 

5 10 15 

tgc ace ctg ggt tea agt gat tat cct gec tea gee tec eta y 
Cvs Thr Leu Gly Ser Ser Asp Tyr Pro Ala Ser Ala Ser Leu 

25 30 



261 



304 



20 

<210> 486 
<211> 185 
<212> DNA 
<213> Homo sapiens 

<220> 



348 



<221> CDS 
<222> 32. .184 

<221> sig_peptide 
<222> 32. .133 
<223> score 3.8 

seq FHQMALXPGTSRA/QA 



5 rr 



acgcggcaca cagtcccagt gctcagtcac c atg tgt cct gca tgg etc cca 52 

Met Cys Pro Ala Trp Leu Pro 
-30 

tgt tgg acg gca cag acg gaa cat etc gat cgt tac agg aag ttc cac 
Cys Trp Thr Ala Gin Thr Glu His Leu Asp Arg Tyr Arg Lys Phe His 

-25 "20 ~ 15 

cag atg gcg ctg tyt cca ggg aca tct agg gca cag gcc tta ctt tat 
Gin Met Ala Leu Xaa Pro Gly Thr Ser Arg Ala Gin Ala Leu Leu Tyr 

1 5 



100 



148 



-10 -5 



t aac gaa gtc eta gag aga ttt atg ttc acc egg ctg c 
% Asn Glu Val Leu Glu Arg Phe Met Phe Thr Arg Leu 

m io is 



<210> 487 
<211> 194 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 30. .194 



<221> sig_peptide 
O <222> 30. .134 

Q <223> score 4 . 8 



seq PWVLD I FLTLVFA/ LG 



<400> 487 ^ n 

agttgctaga aagcaatgcg cctattcac atg gag aat ctt ccc ttt cct eta 5J 
3 Met Glu Asn Leu Pro Phe Pro Leu 

-35 -30 
aaa tta ctt agt gcc tea tea eta aac acc ccc age tec aca cca tgg 101 
Lys Leu Leu Ser Ala Ser Ser Leu Asn Thr Pro Ser Ser Thr Pro Trp 
-25 - 20 " 15 

gt g ttg gat ate ttc etc acc ttg gtg ttt gcc ctg ggg ttc ttc ttc 
Val Leu Asp lie Phe Leu Thr Leu Val Phe Ala Leu Gly Phe Phe Phe 

-10 -5 1 5 

eta tta etc ccc tac ttc tct tac etc cgt tgt gac aac cca cca 
Leu Leu Leu Pro Tyr Phe Ser Tyr Leu Arg Cys Asp Asn Pro Pro 
10 15 20 

<210> 488 
<211> 352 



149 



194 



349 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 158. .352 

<221> sig_peptide 
<222> 158. .214 
<223> score 6.6 

seq MLMWLLCQVLLG/GA 



attatattca aatattcctt ttaggagcca ttccgtagtg ccatcccgag caacgcactg 
ctgcagcttc cctgagcctt tccagcaagt ttgttcaaga ttggctgtca agaatcawgg 
ghmtgttatd awatgchttg ttttctgtca agacacc atg att cct ggt aac cga 
3 3 Met He Pro Gly Asn Arg 

-15 

atg ctg atg gtc gtt tta tta tgc caa gtc ctg eta gga ggc gcg age 
Met Leu Met Val Val Leu Leu Cys Gin Val Leu Leu. Gly Gly Ala Ser 

-10 "5 1 

cat get agt ttg ata cct gag acg ggg aag aaa aaa gtc gee gag att 
His Ala Ser Leu He Pro Glu Thr Gly Lys Lys Lys Val Ala Glu He 

5 10 15 

cag ggc cac gcg gga gga cgc cgc tea ggg cag age cat gag etc ctg 
Gin Gly His Ala Gly Gly Arg Arg Ser Gly Gin Ser His Glu Leu Leu 
20 25 30 35 

erg rac ttc gag gcg aca ctt ctg cag atg ttt 
Xaa Xaa Phe Glu Ala Thr Leu Leu Gin Met Phe 
40 45 



<210> 


489 


<211> 


361 


<212> 


DNA 


<213> 


Homo sapiens 


<220> 




<221> 


CDS 


<222> 


189. .359 


<221> 


sig_peptide 


<222> 


189. .275 


<223> 


score 6 




seq LFMALPPVLSSHG/SR 



60 
120 
175 



223 



271 



319 



352 



<400> 489 _ 
acttgeaett gcttgttggt gtcagagccc gtccctaaac cagggctcca tatgggctgc 
ctgtctgccg caacacagcc tageggggaa acagtagaaa tgccacttct atgtatttat 
catatttatt ttgagataat taacgaagac gttaaataaa gccagactgc actgacccct 
qqqqcgcc atg cga gac ccc etc gcg gac atg gta cac agt tat tta tea 
Met Arg Asp Pro Leu Ala Asp Met Val His Ser Tyr Leu Ser 
-25 "20 



60 
120 
180 
230 



350 



4 



teg tct ttg ttc 
Ser Ser Leu Phe 
-15 

agg aac ctg aga 
Arg Asn Leu Arg 
5 

ggc aaa gca ccc 
Gly Lys Ala Pro 
20 



atg gec ctt cca 
Met Ala Leu Pro 
-10 

ate tgg ggg agt 
lie Trp Gly Ser 

cca acc cca gca 
Pro Thr Pro Ala 
25 



cca gtg ctg age 
Pro Val Leu Ser 
-5 

cca ttt ggt gga 
Pro Phe Gly Gly 
10 

caa cca gec ct 
Gin Pro Ala 



tea cat ggc age 278 
Ser His Gly Ser 
1 

gcg ctg act aag 326 
Ala Leu Thr Lys 
15 

361 



<210> 490 
<211> 346 
<212> DNA 
<213> Homo sapiens 



ru 



<220> 
<221> CDS 
<222> 183 . .344 

<221> sig_peptide 
<222> 183. .239 
<223> score 6.2 

seq FLFLIIPISRSHG/KV 



,n <400> 490 



60 
120 
180 
227 



<tUU> *±-?U 

tatactttct agaadacatt tcaatttatt atgacaaatt aegtcagtaa attcatttaa 
cctttttgtc tttttaagaa acttttatga cctctattta cttaacttca tatataatca 
aataararca raagargtga aaagagaaga ttgcagccaa gaggaattcg ttacaaacat 
gt atg aga ttt ttt aag ttt ttt ttg ttt tta att att cct att tea 
Met Arg Phe Phe Lys Phe Phe Leu Phe Leu He lie Pro lie Ser 
-15 -10 "5 

cgt tea cat gga aaa gtc aga aag cat aac tac tct agg ccg ggc gec 
Arg Ser His Gly Lys Val Arg Lys His Asn Tyr Ser Arg Pro Gly Ala 
1 5 10 

U qtg gca cac gee tgt aat ccc age act ctg gga ggc caa ggc aaa gtg 323 
Val Ala His Ala Cys Asn Pro Ser Thr Leu Gly Gly Gin Gly Lys Val 
15 20 25 



275 



gat ggc ttg agt cca gga gtt tt 
Asp Gly Leu Ser Pro Gly Val 
30 35 



346 



<210> 491 
<211> 190 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 18. .188 

<221> sigjpeptide 
<222> 18. .62 
<223> score 4.7 



351 



seq RCACFPFFPFAFC/HD 



^ <221> sig_peptide 

<222> 108. .161 
L <223> score 3.5 

seq ALEVIVTLSETAA/AM 



ru 



5= 



-10 "5 1 



98 



146 



190 



ctctctcctg ttcggtc atg gtg aga tgt get tgc ttc ccc ttc ttc ccc 50 

Met Val Arg Cys Ala Cys Phe Pro Phe Phe Pro 
-15 -10 " 5 

ttc gec ttc tgc cat gac tgt aag ttt ctt ggg gec tec cag tea tgc 
Phe Ala Phe Cys His Asp Cys Lys Phe Leu Gly Ala Ser Gin Ser Cys 

1 5 10 

ttc ttg tta age egg caa aac tgt gta age aca gga kga cct tea tec 
Phe Leu Leu Ser Arg Gin Asn Cys Val Ser Thr Gly Xaa Pro Ser Ser 

15 20 25 

aaa tct gat ate aac tea agg tct gga tct tgt tea ctg gca ag 
Lys Ser Asp lie Asn Ser Arg Ser Gly Ser Cys Ser Leu Ala 
30 35 40 

<210> 492 
<211> 421 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 108 . .419 



aatccctcgt tgagattgea gatactgttc caaagtattt gcgtcctcac ttggaagcaa 60 
ctctacagct aagtctaaag ttgtgtggag acactagcct caacaat atg caa cgc 116 

Met Gin Arg 

cag ctt gec ctt gaa gtg ate gtc ace etc tct gag act gca get get 
Gin Leu Ala Leu Glu Val lie Val Thr Leu Ser Glu Thr Ala Ala Ala 



164 



212 



260 



308 



atg tta aga aaa cat acc aat att gtt gca cag act att cct cag atg 
Met Leu Arg Lys His Thr Asn lie Val Ala Gin Thr lie Pro Gin Met 

5 10 I 5 

tta gca atg atg gtt gat ttg gaa gaa gat gag gac tgg gca aat gca 
Leu Ala Met Met Val Asp Leu Glu Glu Asp Glu Asp Trp Ala Asn Ala 

20 25 30 

gat gaa eta gaa gat gat gat ttt gac age aat gca gtt gca ggc gag 
Asp Glu Leu Glu Asp Asp Asp Phe Asp Ser Asn Ala Val Ala Gly Glu 

35 40 45 

agt get eta gat cga atg get tgc gga ctt ggt gga aag etc gtt ctg 356 
Ser Ala Leu Asp Arg Met Ala Cys Gly Leu Gly Gly Lys Leu Val Leu 
50 55 60 65 

ccq atg ate aag gaa cac att atg caa atg ctt caa aat cgt aag ctg 404 
Pro Met He Lys Glu His He Met Gin Met Leu Gin Asn Arg Lys Leu 
70 75 80 



352 



421 

tgt cct tea atg eta ga 
Cys Pro Ser Met Leu 
85 

<210> 493 
<211> 291 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 79. .291 

<221> sig_peptide 
<222> 79. .207 
<223> score 6.2 

seq LALGIPSITQAWG/LW 

'% <400> 493 ,„ 

^ aagtattggg gatgctgagc tgcggggtac gggcctgagg agggatggga gtaagaagtg 60 

^ ctgtggaaac cgtcagcc atg aac cag get gac cct egg etc aga gca gtg 111 
H= Met Asn Gin Ala Asp Pro Arg Leu Arg Ala Val 
i-A -40 _35 

, = =np ana nnr aac aac tac 159 





tgc 


ttg 


tgg 


act 


etc 


aca 


tct 


gca 




Cys 


Leu 


Trp 


Thr 


Leu 


Thr 


Ser 


Ala 






-30 










-25 




acg 


gat 


eta 


etc 


gca 


ctg 


gga 


ate 




Thr 


Asp 


Leu 


Leu 


Ala 


Leu Gly 


lie 






-15 










-10 




=u 

sa : 


ctg 


tgg 


gtc 


etc 


tta 


ggg 


get 


gtg 




Leu 


Trp 


Val 


Leu 


Leu 
5 


Gly 


Ala 


Val 




1 

get 


gca 


cac 


ttg 


tec 


cag 


tgg 


acc 




Ala 


Ala 


His 


Leu 


Ser 


Gin 


Trp 


Thr 










20 











-20 



207 



255 



10 15 

/-t/-r+- r*nn anr 1 291 



25 



<210> 494 
<211> 237 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 49. .237 

<221> sig_peptide 
<222> 49. .180 
<223> score 5.2 

seq XIYXFNFLRWSLA/LS 



<400> 494 

cataccagct ctctttcctt tttacatcct ttcactttta atctattt atg tct ctg 57 



353 



Met Ser Leu 



105 



153 



201 



237 



tat tta aac ttg ggt tct tgt aga cag cat tta tgt ggt tct tgc ttt 
Tyr Leu Asn Leu Gly Ser Cys Arg Gin His Leu Cys Gly Ser Cys Phe 

-40 -35 "30 

cat ate caa tct gaa aat etc tgc ctt tta tgt tat tkt att tat kta 
His He Gin Ser Glu Asn Leu Cys Leu Leu Cys Tyr Xaa He Tyr Xaa 
-25 -20 -15 " 10 

ttt aat ttt ttg aga tgg agt ctt get ctg tea etc agg ctg gag tgc 
Phe Asn Phe Leu Arg Trp Ser Leu Ala Leu Ser Leu Arg Leu Glu Cys 

-5 1 5 

agt ggc acg ate ccg tct cac tgc aac etc cgc etc 
Ser Gly Thr He Pro Ser His Cys Asn Leu Arg Leu 
10 15 

<210> 495 
<211> 284 
<212> DNA 
<213> Homo sapiens 

% <220> 

^ <221> CDS 

~f; <222> 29. .283 

<221> sig_peptide 
' a 43 <222> 29. .106 

%B <223> score 4.9 

seq FYLFFVWHFILC/HD 

^ <400> 495 ^ co 

gtcaccttta ctagctgtgc agaacctg atg gta cat ttt tgt gta ttg gtt 52 

Met Val His Phe Cys Val Leu Val 
-25 -20 
cca ctg atg act teg ttt tac ctt ttt ttt gtt gtt gtt cac ttt att 
Pro Leu Met Thr Ser Phe Tyr Leu Phe Phe Val Val Val His Phe He 

_ 15 -10 "5 

etc tgt cat gat ttt aca ttg tta gtg ttt cat ttc agt tec etc aaa 
Leu Cys His Asp Phe Thr Leu Leu Val Phe His Phe Ser Ser Leu Lys 

1 5 10 

tac ttt eta gaa cga gtc agt ttt ttg ttt tgt ttt gtt teg gag acg 196 
Tyr Phe Leu Glu Arg Val Ser Phe Leu Phe Cys Phe Val Ser Glu Thr 
15 20 25 30 

gag tct cgc tct gtt gtt cag get aga gtg cag tgg tgc aat etc ggc 244 
Glu Ser Arg Ser Val Val Gin Ala Arg Val Gin Trp Cys Asn Leu Gly 

35 40 45 

tea ctg caa cct ctg cct ctt ggg ttc aag caa ttc tec t 
Ser Leu Gin Pro Leu Pro Leu Gly Phe Lys Gin Phe Ser 
50 55 

<210> 496 
<211> 195 
<212> DNA 
<213> Homo sapiens 



100 



148 



354 



<220> 
<221> CDS 
<222> 26. .193 

<221> sig_peptide 
<222> 26 . . 163 
<223> score 6.5 

seq WLFFLMLSLCTPP/DR 



<400> 496 co 
acttttgctt tatgttcagg ggtcc atg tgt agg atg tgc agg ttt gtt aca 

Met Cys Arg Met Cys Arg Phe Val Thr 
-45 "40 
tgg ata aac gtg tgc cat ggt gat ttg ctg cac aga tea tec cgt cgc 
Trp lie Asn Val Cys His Gly Asp Leu Leu His Arg Ser Ser Arg Arg 

_ 35 -30 "25 

ctg ggt gtg aag ccg age acg cat tgg eta ttc ttc ctg atg etc tec 
Leu Gly Val Lys Pro Ser Thr His Trp Leu Phe Phe Leu Met Leu Ser 

-20 "15 " 10 

ctt tgc acc cct cct gac aga ccc tgg tgt gtg ttg ttc ccc ccg ct 

Leu Cys Thr Pro Pro Asp Arg Pro Trp Cys Val Leu Phe Pro Pro 

_ 5 1 5 10 

<210> 497 
<211> 370 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 209. .370 

<221> sig_peptide 
<222> 209. .289 
<223> score 6.6 

seq LAFSFSFFPSSFS/SF 



ttttggatac atatgactca tgtgacatta gatcacagca tttttgtttt tattattaat 
atattgeett agaactacat tgetaaaect ggtctttgta tetgegaagt tctaacatct 
tgccacagct tagttagctt tgagagggaa agggtagaat ccatttaagg agacaggtta 
aaaaatgata tatttaagca tataggca atg gta gca cat gat tac caa aac 

Met Val Ala His Asp Tyr Gin Asn 
-25 "20 
ata att age ctt ttc ttt ctt get ttt tea ttt tct ttc ttt cct tct 
He He Ser Leu Phe Phe Leu Ala Phe Ser Phe Ser Phe Phe Pro Ser 

-15 -10 " 5 

tea ttt tct tct ttc ttt ctt ktc ttt ctt tct ttt ttc tct tct ttc 
Ser Phe Ser Ser Phe Phe Leu Xaa Phe Leu Ser Phe Phe Ser Ser Phe 

1 5 10 

ttt etc tct ctt ctt tct ttc cct tec ttc etc ccc ccc ggr 
Phe Leu Ser Leu Leu Ser Phe Pro Ser Phe Leu Pro Pro Gly 



100 



148 



195 



60 
120 
180 
232 



280 



328 



370 



355 



20 25 



15 

<210> 498 
<211> 401 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 200. .400 

<221> sig_peptide 
<222> 200 . .286 
<223> score 8.8 

seq VLFCFVFLRQSLA/LS 



<400> 498 

tcatgattca tgggaggagg tcaaaatatc aacattatca ggagtatgga aagagttgat 
tccaaccctc ttcagtgact tcaggggttt aaaacttcag tggaggaaat aactgcacat 
qcggtggaaa aagcaagaga actcaaatta gaagtaaagc ctgaagatgg gactgaattg 
ctaaaatctc ctaacttta atg gat gag gag ttg gtt ctt atg aat gag caa 

Met Asp Glu Glu Leu Val Leu Met Asn Glu Gin 
-25 "20 
aga aac tgt ttt tct gtt ttg ttt tgt ttt gtt ttt ttg aga cag agt 
Arg Asn Cys Phe Ser Val Leu Phe Cys Phe Val Phe Leu Arg Gin Ser 

-15 -10 " 5 

ctt get ctg tea gec agg ctg aag cgc agt ggc aca gtc teg get cac 
Leu Ala Leu Ser Ala Arg Leu Lys Arg Ser Gly Thr Val Ser Ala His 

1 5 10 

tgc aac etc cgc etc ccg ggc tea age att tct tct gee tea gee tec 
Cys Asn Leu Arg Leu Pro Gly Ser Ser He Ser Ser Ala Ser Ala Ser 
15 20 25 30 

eta gta get ggg att aca ggc gtg t 
Leu Val Ala Gly He Thr Gly Val 
35 

<210> 499 
<211> 215 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 23. .214 

<221> sig_j>eptide 
<222> 23 . .121 
<223> score 6 

seq LHQACLLLAPSHP/QC 



cgccctcatc agctgtttgc ag atg cac etc etc cac cct ctg etc cca ate 



60 
120 
180 
232 



280 



328 



376 



401 



52 



356 



. & 



iXi 



Met His Leu Leu His Pro Leu Leu Pro He 
-30 "25 
ctg tgg tat cat cat tgg ggt ctg ggc ttc etc cac cag gca tgc etc 
Leu Trp Tyr His His Trp Gly Leu Gly Phe Leu His Gin Ala Cys Leu 

-20 "15 " 10 

etc ctg get cct tec cac ccc cag tgc cac etc ctg gag ccc tec cac 
Leu Leu Ala Pro Ser His Pro Gin Cys His Leu Leu Glu Pro Ser His 

"5 1 5 

ctg gga tac ccc cag cca tgc ccc cac cac eta tgc etc ctg ggg ctg 
Leu Gly Tyr Pro Gin Pro Cys Pro His His Leu Cys Leu Leu Gly Leu 
10 15 20 25 

cag gac atg gec ccc cat c 
Gin Asp Met Ala Pro His 
30 

<210> 500 
<211> 298 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> 
<222> 57. .296 



III <221> CDS 



25 30 35 

gga ggc aga gtc act att tac egg gca egg agt ttc tgt ggc gag ta 
Gly Gly Arg Val Thr lie Tyr Arg Ala Arg Ser Phe Cys Gly Glu 
40 45 50 

<210> 501 
<211> 248 
<212> DNA 

<213> Homo sapiens 



100 



148 



196 



215 



<221> sig_peptide 
<222> 57. .146 
<223> score 5.4 

seq GLCWACXSSLGSC/EY 



cattttneag accaggcctc tcacaaagcc agggaaaggg ggttaataaa teegta atg 59 

-30 

acg acc ttc gtg ggc ctg cga cct cag ccg ggg gga agg ggc agg agt 
Thr Thr Phe Val Gly Leu Arg Pro Gin Pro Gly Gly Arg Gly Arg Ser 

-25 "2° " 15 

ggg etc tgc tgg gec tgc tgs age tct ctt ggg agt tgt gaa tat get 
Gly Leu Cys Trp Ala Cys Xaa Ser Ser Leu Gly Ser Cys Glu Tyr Ala 

-10 ~ s 1 

tgc ttc cct ggg atg age ttt tec ate ttc aac aca caa gee ggc eta 
Cys Phe Pro Gly Met Ser Phe Ser lie Phe Asn Thr Gin Ala Gly Leu 

5 10 15 

tec aca ggg aaa gaa agt gga acc gag get teg egg ctg egg gag gag 
Ser Thr Gly Lys Glu Ser Gly Thr Glu Ala Ser Arg Leu Arg Glu Glu 



107 



155 



203 



251 



298 



357 



<22Q> 
<221> CDS 
<222> 63 . .248 

<221> sig_peptide 
<222> 63 . .143 
<223> score 5 

seq LSCFYLLAIVSNA/VM 



atgttgtagc ttctgtcata atttccttcc cttttaaggc tgaataattt tccattgtgt 

3 3 3 __ i_ i . *-+-^. =>t-*- nat- ana tac ttQ 



jy 



<210> 502 
^ <211> 344 
L <212> DNA 
H <213> Homo sapiens 



<220> 
<221> CDS 
<222> 173 . .343 

<221> sig_peptide 
<222> 173 . .253 
<223> score 7.6 

seq LLFLGFLIIAIQT/DV 



107 



atatg tac cat att ttg ttc ate cat tea ttc att gat aga tac ttg 
Met Tyr His lie Leu Phe lie His Ser Phe lie Asp Arg Tyr Leu 
-25 ~ 20 " 15 

aat tac ttc tac ctt ttg gca att gtg agt aat get gtt atg aac atg 
Sr Cys Phe Tyr Leu Leu Ala lie Val Ser Asn Ala Val Met Asn Met 
-10 -5 1 

3 aat gta caa atg tct gtt ttg agt cct tgt ttt get ttc gtg cat tct 
JO % val Gin Me? Ser Sal Leu Ser Pro Cys Phe Ala Phe Val His Ser 

S att aaa aat gtt aag gtt ctt tgc ttt tta ctt ttt ttt etc ttt 248 
id lie Lys Asn Val Lys Val Leu Cys Phe Leu Leu Phe Phe Leu Phe 
% 25 30 35 



155 



203 



tgagaatctg tttaagaagc agttggaatc cctgattcct tcttatataa ctaagctaat 60 
gatLttcct tttctacttt aggagaaaac tataattttt aacccctcca cccccaacgg 120 
aggtggtaag aaagaagctc tctggactgc ttcataacag gcacacttaa ag atg tat 

gtg ggt gtt cct gtt tct cca cag cct cgt cag cat eta ttg ttt ctt 
Val Gly Val Pro Val Ser Pro Gin Pro Arg Gin His Leu Leu Phe Leu 

ggc ttt tta ata att gec att cag act gat gtg aga wgg tat etc att 
G?y Phe Leu lie lie Ala lie Gin Thr Asp Val Arg Xaa Tyr Leu lie 

-5 1 5 

qtg qtt ttg att tgc att tat eta atg ate agt gat gtt gag ttt ttt 
fl v" Leu lie Cys lie Tyr Leu Met lie Ser Asp Val Glu Phe Phe 



178 
226 

274 

322 



358 



10 15 20 344 

ttc ata cgt ttt ttg gcc aca a 
Phe He Arg Phe Leu Ala Thr 
25 30 



<210> 503 
<211> 354 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 8. .352 



• P- 



<221> sigjpeptide 
<222> 8. .145 
<223> score 9.8 

seq LLALLQGLSWSFS/LF 



yi <400> 503 



gtctgta atg gtg tec aaa att gtg cat acc ctt ggg atg aaa ate att 
Met Val Ser Lys He Val His Thr Leu Gly Met Lys He He 
_45 -40 "35 

gta aag aaa aga aaa aag cag gag tat ttg aac aaa tea eta aga btc 
Val Lys Lys Arg Lys Lys Gin Glu Tyr Leu Asn Lys Ser Leu Arg Xaa 

-30 "25 "20 

atg gaa caa tta ttg gca tta ctt cag gga ttg tct tgg tec ttc tea 
Met Glu Gin Leu Leu Ala Leu Leu Gin Gly Leu Ser Trp Ser Phe Ser 
-15 -10 -5 

^ tta ttt tew att tta gta caa gtg aaa cag cct cga aaa aag gtc atg 
W Leu Phe Ser He Leu Val Gin Val Lys Gin Pro Arg Lys Lys Val Met 
£ 1 5 10 15 

^ get tgc aaa acc get ttt aat aaa acc ggg ttc caa gaa gtg ttt gat 
Z Ala Cys Lys Thr Ala Phe Asn Lys Thr Gly Phe Gin Glu Val Phe Asp 
20 25 30 

cct cct cat tat gaa ctg ttt tea eta agg gac aaa gag att tct gca 
Pro Pro His Tyr Glu Leu Phe Ser Leu Arg Asp Lys Glu He Ser Ala 

35 40 45 

gac ctg gca gac ttg teg gaa gaa ttg gac aac tac cag aag atg egg 
Asp Leu Ala Asp Leu Ser Glu Glu Leu Asp Asn Tyr Gin Lys Met Arg 

50 55 60 

cgc tec tec acc gcc tc 
Arg Ser Ser Thr Ala 
65 



49 



97 



145 



193 



241 



289 



337 



354 



<210> 504 
<211> 282 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 98 . .280 



359 



<221> sig_peptide 
<222> 98 . . 145 
<223> score 7.5 

seq LFCLSVCLFEVES/HS 



<400> 504 ^ „ 

cattacactt acgttactag ttgggcctcg aggaagcaac ttaatcactt taaggttcag 60 
tttcctcatc tgtgaaacaa ctgataattt atatgac atg gaa ctt ctt ttt tgt 115 

Met Glu Leu Leu Phe Cys 
-15 

ttg tct gtt tgt ttg ttt gag gta gag tct cac tct gtc acc cag get 
Leu Ser Val Cys Leu Phe Glu Val Glu Ser His Ser Val Thr Gin Ala 
-10 "5 1 5 



163 



211 



259 



gga gtg cag tgg cac agt ctt ggc cca ctg aac tct ctg cct cct gga 
Gly Val Gin Trp His Ser Leu Gly Pro Leu Asn Ser Leu Pro Pro Gly 
10 15 20 

^ ttc aag cga ttt tec tgc etc age ctt tea agt age tgg gat tac agg 
w Phe Lys Arg Phe Ser Cys Leu Ser Leu Ser Ser Ser Trp Asp Tyr Arg 
*B 25 30 35 

*h 282 

%n cat gca cca cca cct cca gca ta 
M» His Ala Pro Pro Pro Pro Ala 
kl 40 45 

,f| <210> 505 

% <211> 369 

y <212> DNA 

^ <213> Homo sapiens 

fy <220> 

FU <221> CDS 

<222> 43. .369 

g <221> sig_peptide 
~ <222> 43. .111 

<223> score 6.6 

seq VRLLLXLXLLLIA/LE 



<400> 505 

aatqtgtaca cgcccagctt cctgcctgtt actctccaca gt atg cga aga ata 

Met Arg Arg He 



54 



20 

eta 102 



tec ctg act tct age cct gtg cgc ctt ctt ttg tdt ctg cwg ttr 
Ser Leu Thr Ser Ser Pro Val Arg Leu Leu Leu Xaa Leu Xaa Leu Leu 

-15 -10 -5 

eta ata gee ttg gag ate atg gtt ggt ggt cac tct ctt tgc ttc aac 150 
Leu He Ala Leu Glu He Met Val Gly Gly His Ser Leu Cys Phe Asn 

1 5 10 

ttc act ata aaa tea ttg tec aga cct gga cag ccc tgg tgt gaa gcg 198 
Phe Thr He Lys Ser Leu Ser Arg Pro Gly Gin Pro Trp Cys Glu Ala 

15 20 25 

cat gtc ttc ttg aat aaa aat ctt ttc ctt cag tac aac agt gac aac 246 



360 



His Val Phe Leu Asn Lys Asn Leu Phe Leu Gin Tyr Asn Ser Asp Asn 



30 35 



2 94 



342 



369 



40 45 
aac atg gtc aaa cct ctg ggc etc ctg ggg aag aag gta tat gec acc 
Asn Met Val Lys Pro Leu Gly Leu Leu Gly Lys Lys Val Tyr Ala Thr 

50 55 60 

age act tgg gga gaa ttg acc caa acg ctg gga gaa gtg ggg cga gac 
Ser Thr Trp Gly Glu Leu Thr Gin Thr Leu Gly Glu Val Gly Arg Asp 

65 70 75 

etc agg atg etc ctt tgt gac ate aaa 
Leu Arg Met Leu Leu Cys Asp lie Lys 
80 85 

<210> 506 
<211> 403 
<212> DNA 
<213> Homo sapiens 

<220> 

^ <221> CDS 

^ <222> 246. .401 

}? 

Ul <221> sigjpeptide 

H= <222> 246. .389 

Ly <223> score 7.4 

=yp seq SLMFLPIFFPSFS/SY 

^ <400> 506 

L tettgetctg tggcccagac tagattgeag tggcgtgatc teagctcact gcaagctcta 60 
^ cctctccggt tcacgccatt ctcccgcttc agcctcccga gtagctkggr mctacaggcc 12 0 
W gcctgccacc atgcctggct aattttgttt ttgtattttt aatagagaca gggtttcacc 
fy atgttagcca ggatggtctt gatctcctga cctcgtaatc tgcccaaagt gctgggatta 
Z caggc atg age cac tgt gec tgg ccc tct gtg tac ttt tta aaa ggc ctt 
« Met Ser His Cys Ala Trp Pro Ser Val Tyr Phe Leu Lys Gly Leu 

]5 -45 ~ 40 ~ 35 

U tct tgt ttg ttt tgg aca tct gat agg etc ttt caa tat ggg aaa ttt 

Ser Cys Leu Phe Trp Thr Ser Asp Arg Leu Phe Gin Tyr Gly Lys Phe 
-30 "25 -20 

tct tgt att ctt tct ttg atg ttt ctt ccc ate ttt ttt ccc tec ttc 

Ser Cys lie Leu Ser Leu Met Phe Leu Pro lie Phe Phe Pro Ser Phe 
-15 -10 " 5 

tct tec tac aac ata ac 

Ser Ser Tyr Asn lie 
1 

<210> 507 
<211> 290 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 106 . .288 



180 
240 
290 



338 



386 



403 



361 



<221> sig_peptide 
<222> 106. .189 
<223> score 4 . 5 

seq RFLSLSAADGXDX/SX 



<400> 507 £n 
aagtcagcgc tggagtcggc taggcggctg gaaacggcgg ctgccgccgg tgactcaggg 60 
aggcgggagg ccgmsggmgg agctcttcct gcaggcgtgg aracc atg gtg etc acg li 

-25 

165 



213 



261 



etc gga gaa agt tgg ccg gta ttg gtg ggg agg agg ttt etc agt ctg 
Leu Gly Glu Ser Trp Pro Val Leu Val Gly Arg Arg Phe Leu Ser Leu 

-20 -15 -1° 

tec gca gee gac ggc asc gat gsc age cam gac age tgg gac gtg gag 
Ser Ala Ala Asp Gly Xaa Asp Xaa Ser Xaa Asp Ser Trp Asp Val Glu 

-5 1 5 

cgc gtc gee gag tgg ccc tgg etc tec ggg ace att cga get gtt tec 

^ Arg Val Ala Glu Trp Pro Trp Leu Ser Gly Thr lie Arg Ala Val Ser 

¥ 10 15 20 

'"3 cac acc gac gtt acc aag aag gat ctg aa 

Ul His Thr Asp Val Thr Lys Lys Asp Leu 

H= 25 30 

yj 

<210> 508 
J <211> 250 

<212> DNA 
~ <213> Homo sapiens 

J; <220> 

J <221> CDS 

ill <222> 75. .248 

Q <221> sig_peptide 
fl <222> 75 . .221 
<223> score 7 

seq FGLFVSLVFLGQA/FT 



aactctttca aatatggaga ttaatcacca acttcttatt ttttgggcca gttggattca 60 
attttttatt taac atg att ttt eta tat cgt tac tgt cga atg eta gaa 110 
Met lie Phe Leu Tyr Arg Tyr Cys Arg Met Leu Glu 
-45 -40 
gaa ggc tct ttc cga ggt egg aca gca gac ttt gta ttt atg ttc ctt 158 
Glu Gly Ser Phe Arg Gly Arg Thr Ala Asp Phe Val Phe Met Phe Leu 

-35 -30 "25 

ttt ggt gga ttc tta atg acc ctt ttt ggt ctg ttt gtg age tta gtt 206 
Phe Gly Gly Phe Leu Met Thr Leu Phe Gly Leu Phe Val Ser Leu Val 

-20 -15 " 10 

ttc ttg ggc cag gee ttt aca ata atg etc gtc tat gtg tgg ag 250 
Phe Leu Gly Gin Ala Phe Thr He Met Leu Val Tyr Val Trp 
-5 1 5 



362 



<210> 509 
<211> 361 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 60 . . 359 

<221> sig_peptide 
<222> 60. .113 
<223> score 15.9 

seq LLCCLVLLTGVRA/SP 



acacltcagg ggcttgctct tgcaaaacca aaccacaaga cagacttgca aaagaaggc 59 

. ^ j — rit-rr art add ata 1U / 



= 353 

y i 



atg cac age tea gca ctg etc tgt tgc ctg gtc etc ctg act ggg gtg 
Met His Ser Ser Ala Leu Leu Cys Cys Leu Val Leu Leu Thr Gly Val 

-15 -10 " 5 

agg gec age cca ggc cag ggc acc cag tct gag aac age tgc acc cac 
Arg Ala Ser Pro Gly Gin Gly Thr Gin Ser Glu Asn Ser Cys Thr His 
i . i 5 10 

Z ttc cca ggc aac ctg cct aac atg ctt cga gat etc cga gat gee ttc 
%. Phe Pro Gly Asn Leu Pro Asn Met Leu Arg Asp Leu Arg Asp Ala Phe 

15 20 25 30 

: € age aga gtg aag act ttc ttt caa atg aag gat cag ctg gac aac ttg 
* Ser Arq Val Lys Thr Phe Phe Gin Met Lys Asp Gin Leu Asp Asn Leu 
s 35 40 45 

O ttg tta aag gag tec ttg ctg gag gac ttt aag ggt tac ctg ggt tgc 
ni Leu Leu Lys Glu Ser Leu Leu Glu Asp Phe Lys Gly Tyr Leu Gly Cys 
rU 50 55 60 

"J caa gee ttg tct gag atg ate cag ttt tac ctg gag gag gtg atg ccc 
n Gin Ala Leu Ser Glu Met lie Gin Phe Tyr Leu Glu Glu Val Met Pro 



65 

aag ctg aga acc aa 
Lys Leu Arg Thr 
80 

<210> 510 
<211> 184 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 13. .183 

<221> sig_peptide 
<222> 13. .156 
<223> score 8.5 

seq FSVLSGLVLNSWA/QT 



70 75 



155 



203 



251 



299 



347 



361 



363 




. 9Z 



ctk ctt tag ggc ttg aac tgt aag agg tec tgg aac ata aat ttg aga 
Leu Leu T% Gly Leu Asn Cys Ly S Arg Ser Trp Asn lie Asn Leu Arg 

-5 1 5 

att gtt gsa tea tac agt agt ggt tac 
lie Val Xaa Ser Tyr Ser Ser Gly Tyr 
10 15 



184 



cctaatctgt tg atg gat gga teg atg gat gga tgg atg aea ggg tgt eae 51 

Met Asp Gly Ser Met Asp Gly Trp Met Thr Gly Cys his 
-45 " 40 
tct gtc acc caa get gga gtg cag tgg tgt gat cac aga tea ctg cag 99 
Ser Val Thr Gin Ala Gly Val Gin Trp Cys Asp His Arg Ser Leu Gin 

ctg caa ccc cct gca gat ttc tct gtg ttg tct ggg ctg gtc ttg aac 147 
Leu Gin Pro Pro Ala Asp Phe Ser Val Leu Ser Gly Leu Val Leu Asn 

-15 " 5 
tec tgg get caa aca ate ate ttg ctt egg cct ccc t 
Ser Trp Ala Gin Thr He He Leu Leu Arg Pro Pro 
1 5 

<210> 511 
<211> 414 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 253 . .414 

<221> sigjpeptide 
<222> 253 . .360 
<223> score 5 

seq SFSIXTLLWGLNC/KR 



m ctqttttagt gttttgaata tcttetteca gagtttgatg tatatgtate ttggaggtat 60 

fil StarJet LttaJataa atatttgacc etctttgeet artttgtttt atteacttea 120 

ac?ttgaeee tttatacttc tttttaaatt teactttctt atggttgttt ttctactttt 180 

5 ectcaatgee etttgtaaaa tttteatttg aatetattat tctccettgg aegtcttaat 240 

- tccttctcta ct atg act ttt tct ttc ttt tgt ttc ttt cct ggg ttc aag 291 
O tccttctcta ^g ^ ^ s ^ ^ ^ ^ s ^ phe prQ Qly phe Lys 

-35 "30 " 25 

cca etc ctg ttt cat tac ttt ctt ttt wnk tec ttt tct att tkd act 
Pro Leu Leu Phe His Tyr Phe Leu Phe Xaa Ser Phe Ser lie Xaa Thr 

-15 " 10 



339 



387 



414 



<210> 512 
<211> 328 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 



364 



<222> 113. .328 

<221> sig_peptide 
<222> 113. .184 
<223> score 7.8 

seq LMAGSSLSAGVSG/ED 



W s 



tact^caaat cttgaattaa atgaagaaat ttattttact gattctcttg aaataaagag 
aaatgaaaat tttccaaagg attatgtgaa attttcagat gaagaagaat tt atg aat 

Met Asn 

gaa gat gag aag gaa atg aag gaa att eta atg gca gga agt agt tta 
Glu Asp Glu Lys Glu Met Lys Glu lie Leu Met Ala Gly Ser Ser Leu 

-20 "15 " 10 

tea get gga gtt agt ggg gaa gat aaa ace gag ata ttg aat ccc act 
Ser Ala Gly Val Ser Gly Glu Asp Lys Thr Glu lie Leu Asn Pro Thr 
_ 5 1 5 10 



60 
118 

166 



214 



262 



310 



cca scg atg gec aaa tct ctg acc ata gac tgt ctg gaa ttg gca tta 

Pro Xaa Met Ala Lys Ser Leu Thr lie Asp Cys Leu Glu Leu Ala Leu 

15 20 25 

ccc cct gaa ctg get ttt caa ctt aat gaa tta ttt ggt cct gtt ggt 

Pro Pro Glu Leu Ala Phe Gin Leu Asn Glu Leu Phe Gly Pro Val Gly 
Is i 30 35 40 
%fe _ 328 

%S att 9 at tca ggg tCt C 
yg lie Asp Ser Gly Ser Leu 

L <210> 513 
y <211> 351 
^ <212> DNA 

<213> Homo sapiens 

O <220> 

Q <221> CDS 

<222> 27. .350 

<221> sig_peptide 
<222> 27. .95 
<223> score 10 

seq PLLGLLLSLPAGA/DV 

accgagctgg atttgtatgt tgeace atg cct tct tgg ate ggg get gtg att 53 
y y ay Met Pro Ser Trp lie Gly Ala Val He 

-20 -15 
ctt ccc etc ttg ggg ctg ctg etc tec etc ccc gec ggg gcg gat gtg 
Leu Pro Leu Leu Gly Leu Leu Leu Ser Leu Pro Ala Gly Ala Asp Val 

-10 -5 1 

aag get egg age tgc gga gag gtc cgc cag gcg tac ggt gee aag gga 
Lys Ala Arg Ser Cys Gly Glu Val Arg Gin Ala Tyr Gly Ala Lys Gly 

5 10 15 

ttc age ctg gcg gac ate ccc tac cag gag ate gca kgg gaa cac tta 



101 



14 9 



197 



365 



Phe Ser Leu Ala Asp lie Pro Tyr Gin Glu lie Ala Xaa Glu His Leu 

20 25 30 

aga ate tgt cct cag gaa tat aca tgc tgc acc aca gaa atg gar gac 
Arg lie Cys Pro Gin Glu Tyr Thr Cys Cys Thr Thr Glu Met Glu Asp 

4 0 ^ 5 ^ ^ 

aag tta age caa caa age aaa etc gaa ttt gaa aac ctt gtg gaa gag 
Lys Leu Ser Gin Gin Ser Lys Leu Glu Phe Glu Asn Leu Val Glu Glu 

55 60 65 

aca age cat ttt gtg cgc acc act ttt gtg tec agg cat aag aaa ttt 
Thr Ser His Phe Val Arg Thr Thr Phe Val Ser Arg His Lys Lys Phe 

70 75 8° 

gac ggt agg t 
Asp Gly Arg 
85 

<210> 514 
<211> 221 
<212> DNA 

<213> Homo sapiens 

<220> 
HI <221> CDS 
M* <222> 12 . .221 

~T% <221> sig_j>eptide 

J <222> 12 . . 86 

^ <223> score 4.6 

^ seq LPTLLLLPVGAPG/KK 

ClI <400> 514 ^ _ . 

- tegaatgeag a atg gtt ttg gga gee ctg aac ctt ccc tec cag gaa etc 

Met Val Leu Gly Ala Leu Asn Leu Pro Ser Gin Glu Leu 

-25 " 20 ~ 15 

ccc act etc ctg etc etc cca gtg ggg gca cct ggr aag aaa aaa ggc 
Pro Thr Leu Leu Leu Leu Pro Val Gly Ala Pro Gly Lys Lys Lys Gly 

-10 "5 1 

atg gaa ggc aaa act ccc ttg gac ctg ttt get cat ttt ggc cct gag 
Met Glu Gly Lys Thr Pro Leu Asp Leu Phe Ala His Phe Gly Pro Glu 
5 10 15 20 

cca ggg gac cac tea gat ccg ctg cct ccc tct gca ccc tct ccc act 
Pro Gly Asp His Ser Asp Pro Leu Pro Pro Ser Ala Pro Ser Pro Thr 

25 30 35 

egg gag ggg get ctg acc ccg ccc cca 
Arg Glu Gly Ala Leu Thr Pro Pro Pro 
40 45 

<210> 515 
<211> 305 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 



245 



293 



341 



351 



50 



98 



146 



194 



221 



366 



<222> 18. .305 

<221> sig_peptide 
<222> 18. .131 
<223> score 4 . 8 

seq MLMLAQSNPQLFA/LM 



m 



aattcctggc caggctg atg gag cag tgt gcc tec ctg gag gag ctg agg 50 
aattcctggc gg y a a^ ^ ^ ^ ^ ^ Qlu Qlu Leu 

-35 -30 
eta acc ttc egg ccc cag atg gat ccc egg cag eta tec atg atg ctg 
Leu Ala Phe Arl Pro Gin Met Asp Pro Arg Gin Leu Ser Met Met Leu 



-20 'I 5 



atg ctg gcg cag tea aac ccg cag ctg ttc gcg ctt atg ggc acc egg 
2 III 111 Gil Ser Asn Pro Gin Leu Phe Ala Leu Met Gly Thr Arg 



ffl gag cag ctg agt gcg gca gag ctg cag age agg aac cag ggc cac tgg 
U. Glu Gin Leu Ser Ala Ala Glu Leu Gin Ser Arg Asn Gin Gly His Trp 



25 



30 35 



98 



146 



ara all ate qcc agg gag ctg gag cgt gtg gag end cag tct egg ctg 194 
Ala fly Tie III Arg 111 Leu Slu Arg Val Glu Xaa Gin Ser Arg Leu 

15 zlJ 



242 



290 



get gac tgg eta cag gcg tac aga gee egg ctg gac aag gac ctg gaa 
III Isp Trp Leu Gin Ala Tyr Arg Ala Arg Leu Asp Lys Asp Leu Glu 
40 « 50 

ggc get ggg gac kac 
Gly Ala Gly Asp Xaa 
55 

<210> 516 
<211> 367 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 67. ,366 

<221> sig_peptide 
<222> 67. .183 
<223> score 5.4 

seq ILLTSCFYTLVSS/TF 



tggcJaaeat attctttttt ttttctctgt agtagttttt tgaaagaaga aataggctat 60 
tSagc atg ate tea tec tgt gga gtt aaa tae ttg ttt tea eat gee 108 
Met lie Ser Ser Cys Gly Val Lys Tyr Leu Phe Ser His Ala 
-35 "30 
tec tta ttt ttt atg gta ggg agt aca gga agt tta ata etc tta act 
Ser Leu Phe Phe Met Val Gly Ser Thr Gly Ser Leu lie Leu Leu Thr 
-25 -20 " 15 



156 



367 




r a 



3» 



tct 


tgt 


ttc 


tat 


acc 


ctt 


gtt 


4- f~, a 


L^G 


Ser 


Cys 


Phe 


Tyr 


Thr 
-5 


Leu 


vai 


Ser 


OCX 


tct 


ttg 


etc 


ttg 


aca 


t- t- a 


i- t- 1- 


acc 


gaa 


Ser 


Leu 


Leu 


Leu 


lie 


Leu 


irilC 


Thr 


Glu 






10 










i r 




aca 


ttt 


gta 


get 


aat 


tct 


tgc 


tgt 


waa 


Thr 


Phe 


Val 


Ala 


Asn 


Ser 


Cys 


Cys 


Xaa 




25 










30 






aat 


ttc 


ttc 


aaa 


aag 


gtc 


ckg 


cct 


tct 


Asn 


Phe 


Phe 


Lys 


Lys 


Val 


Xaa 


Pro 


Ser 


40 










45 








ttc 


ctg 


gec 


gta 


cct 


agg 


t 






Phe 


Leu 


Ala 


Val 


Pro 


Arg 









20 



35 



50 55 



60 

<210> 517 
<211> 233 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 58. .231 

<221> sig_peptide 
<222> 58. .102 
<223> score 4.5 

seq LLGAAAVAALGRG/RA 



accggcagct gaacccaccc ggcgccacgg gactttgacg cgtgctctgc gettgee 
atgagactc ctg gga get gca gec gtc gcg get ctg ggg cge gga agg 
Me? Arg Leu Leu Ily Ala Ala Ala Val Ala Ala Leu Gly Arg Gly Arg 
-15 -1° " 5 

gee ccc gec tec eta ggc tgg cag agg aag cag gtt aat tgg aag gec 
La Pro Ala Ser Leu Gly Trp Gin Arg Lys Gin Val Asn Trp Lys Ala 

5 10 15 

tgc cga tgg tct tea tea ggg gtg att cct aat gaa aaa ata cga aat 
Cys Arg Trp Ser Ser Ser Gly Val He Pro Asn Glu Lys lie Arg Asn 

20 25 30 

att gga ate tea get cac att gat tct ggg aa 
He Gly He Ser Ala His He Asp Ser Gly 
35 40 



204 



252 



300 



348 



367 



153 



201 



233 



<210> 518 
<211> 434 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 57 . .434 



368 



<221> sig_peptide 
<222> 57. .101 
<223> score 4 

seq PTCATCAHPVTLA/QR 



anbkgccgcg tctgcaacgg agtcttcbtt ctccaattgc cttctgcccc atcacc atg 

-15 

ggc ccc acc tgc gcc acc tgc gcc cac cct gtg acc ctg get cag cga 
Gly Pro Thr Cys Ala Thr Cys Ala His Pro Val Thr Leu Ala Gin Arg 

-10 -5 1 

cct tgg ccc tta ate gcc caa cgc cga ttc etc aaa att ccg get gcg 
Pro Trp Pro Leu He Ala Gin Arg Arg Phe Leu Lys He Pro Ala Ala 

5 10 15 

ctg aat egg get get ttt gcc gcc gcc ccg gca gtt ggg ccc tgt ttc 
Leu Asn Arg Ala Ala Phe Ala Ala Ala Pro Ala Val Gly Pro Cys Phe 

20 25 30 

cgc egg cgc cct ggg aga ggc etc acc act egg ctg ggc tec ctg gcc 
Arg Arg Arg Pro Gly Arg Gly Leu Thr Thr Arg Leu Gly Ser Leu Ala 
U 35 40 45 50 

U cct ccc ttc ccc tgg cct gag cac ccc tgc ggc chv ccg etc etc ctg 
*% Pro Pro Phe Pro Trp Pro Glu His Pro Cys Gly Xaa Pro Leu Leu Leu 
% 55 60 65 

"| aga agg cga caa tct ctt tgc acc tta gtg ttt cga gga cag aaa ggg 
^ Ara Arq Arq Gin Ser Leu Cys Thr Leu Val Phe Arg Gly Gin Lys Gly 
«_ 70 75 80 

° cag aag ggt cac ttc gga gcc act cgc gcc gtt ttc acg tgt gtg tgt 
Gin Lys Gly His Phe Gly Ala Thr Arg Ala Val Phe Thr Cys Val Cys 

90 95 



85 



aat ggg ggg agg ggg get ccc ggc ttt ccc ctt ttc age 
Asn Gly Gly Arg Gly Ala Pro Gly Phe Pro Leu Phe Ser 

105 HO 



100 

<210> 519 
<211> 379 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 190. .378 

<221> sig_peptide 
<222> 190. .306 
<223> score 4.6 

seq AFLSCLAFLVLDT/QE 



actctgeagg gcctccaagg ccaggcttca gggctgggac tcagtcctga ggcactgggg 
agecatgagg ggctgtggca gggaggggca gggtgtggaa agactcccct ggggccatgg 



59 



107 



155 



203 



251 



299 



347 



395 



434 



60 
120 



369 



clCC CQC tLU ctdy a^a ^ ^ ^- www ^ — xt-T 

Thr Arg Phe Lys Thr Ala Phe Gin Leu Leu Asp Xaa lie Leu Ala Val 
10 15 

etc t 
Leu 

<210> 520 
<211> 369 
<212> DNA 
3 <213> Homo sapiens 

Ul <220> 

<221> CDS 
y <222> 210. .368 

^ <221> sig_peptide 

^ <222> 210 . .287 

^ <223> score 6.3 
s seq RQLLLPLPPFSFP/AP 



lU 

— » : 



180 
231 



279 



tcaaaatqtq ctgaggtctt ctccctgatc gtcttctcct ccctgctgac cgacggctac 
caoaackag a?g gal tct ccg cag etc cac tgc att etc aac age aac age 
cagaac g Glu Ser Pro Gin Leu His Cys lie Leu Asn Ser Asn Ser 

-35 "30 
gtg gec tgc age ttt gec gtg gga gec ggc ttc ctg gee ttc etc age 
S3 Ala Cys Ser Phe Ala Val Gly Ala Gly Phe Leu Ala Phe Leu Ser 

tgl ctg gec ttc etc gtc ctg gac aca cag gag acc cgc att gec ggc 327 
Cys Leu Ala Phe Leu Val Leu Asp Thr Gin Glu Thr Arg lie Ala Gly 

acc cgc ttc aag aca gec ttc cag etc ctg gac hkc ate ctg get gtt 

20 



375 



379 



gteaattcta ggagecatca ageatgaaag tggttetgtc tcctgagcgc aasctegccg 60 
qacccctggg egaaggectg gaettgeaga tgtgtgttcc ctgtgcgggt ggacagaggg 120 
ScecS acccacattl eagccccatt ccaccaccce ttcctcccea gagcagtcte 
Sccgaggga cagcacetgt gtecetteg atg cca caa cag cca gtt gaa cag 233 
9 y yyy a Met pro Gln Gln Pro Val G i u G in 

-25 -20 
ggg age cct ttg etc agg cag ctt etc ctg cct etc cct cct ttc tee 281 
III ser Pro Leu Leu Arg Gln Leu Leu Leu Pro Leu Pro Pro Phe Ser 

-15 -10 " 5 

ttc cct gec cca tec ccg tgc cct tct tgg cct gtg gcg ctg ggg age 
p n e Pro Ala Pro Ser Pro Cys Pro Ser Trp Pro Val Ala Leu Gly Ser 

1 5 10 

cat ggt gtg gca tac tgg ggc tec tgc tec ttg ggs cac t 
His Gly Val Ala Tyr Trp Gly Ser Cys Ser Leu Gly His 
15 20 25 

<210> 521 
<211> 257 
<212> DNA 

<213> Homo sapiens 
<220> 



329 



369 



370 



• 



<221> CDS 
<222> 54. .257 

<221> sig_peptide 
<222> 54 . .173 
<223> score 3.9 

seq CVYVCVCISVCAC/VY 



Mtctgtgtg tgcgtgtgta tgcgtgtgtg tatgcgtctg tgtgcatgtg tgt atg 56 



Met 
-40 



cgt gtg tgt gcg cat cag tgt ctg cat gtg tgt atr tgt gtg tat gta 
Arg Val Cys Ala His Gin Cys Leu His Val Cys Xaa Cys Val Tyr Val 

_ 35 -30 ~ 25 

tgt stg tgc gcg cgc ate tgt gtg tgt gca tgt gtg tat gta tgt gtg 
Cys Xaa Cys Ala Arg He Cys Val Cys Ala Cys Val Tyr Val Cys Val 



-20 



-15 -10 



tgc ate tct gtg tgt gca tgt gtg tat gtg tgt gtg cat ctg tgt gtg 
Cys lie Ser Val Cys Ala Cys Val Tyr Val Cys Val His Leu Cys Val 

-5 1 5 

tgt gca tgt gtg cat gcg tgt gta tgt gtg tgt gcg tgc gtg cat ctg 
C?s Ala Cys Val His Ala Cys Val Cys Val Cys Ala Cys Val His Leu 



10 15 
tgt gtg tgc 
^ Cys Val Cys 

^ <210> 522 

O <211> 231 

fU <212> DNA 

fy <213> Homo sapiens 

g <220> 

^ <221> CDS 

^ <222> 62. .229 

<221> sig_peptide 
<222> 62. .109 
<223> score 11.3 

seq PLLLSSLLGGSQA/MD 



20 25 



104 



152 



200 



248 



257 



157 



<400> 522 ^ . . ^ n 

actcacagca cgaccagaga acaggectgt ctcaggcagg ccctgcgcct ectatgegga 60 
g atg eta ctg cca ctg ctg ctg tcm teg ctg ctg ggc ggg tec cag get 109 
Met Leu Leu Pro Leu Leu Leu Ser Ser Leu Leu Gly Gly Ser Gin Ala 
-15 -10 " 5 

atg gat ggg aga ttc tgg ata cga gtg cag gag tea gtg atg gtg ccg 
Met Asp Gly Arg Phe Trp lie Arg Val Gin Glu Ser Val Met Val Pro 
1 5 10 15 

gag ggc ctg tgc ate tct gtn kec ctg etc ttt etc eta ccc ccg aca 205 
Glu Gly Leu Cys lie Ser Val Xaa Leu Leu Phe Leu Leu Pro Pro Thr 
20 25 30 



371 




231 

aga ctg gac agg gtc tac ccc age eg 
Arg Leu Asp Arg Val Tyr Pro Ser 
35 40 

<210> 523 
<211> 257 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 60 . .257 

<221> sig_peptide 
<222> 60. .170 
<223> score 4.5 

seq CTTLL VYVR YAWQ / DD 

3 tacctaatga taacacagta tctcttcgaa tttgtactat tgcagaacat ttagaaaca 59 
Ifl atg ctt att act cgk tta cag tct ggt ata gat ttt gca ate cag ctt 107 
U net Leu lie Thr Arg Leu Gin Ser Gly He Asp Phe Ala lie Gin Leu 
f.i -35 "30 "25 

gat gaa age act gat att gga age tgc aca aca ctt tta gtt tat gtc 
*f Asp Glu Ser Thr Asp lie Gly Ser Cys Thr Thr Leu Leu Val Tyr Val 

-20 - 15 " 10 

& aga tat gcg tgg caa gat gat ttt ttg gag gat ttt ttg tgt ttt tta 
Arq Tyr Ala Trp Gin Asp Asp Phe Leu Glu Asp Phe Leu Cys Phe Leu 

Q 5 1 5 10 

W aat tta ace tea cae eta agt gga tta gat att ttt aca gaa tta gaa 

Hi Asn Leu Thr Ser His Leu Ser Gly Leu Asp lie Phe Thr Glu Leu Glu 

F 15 20 25 

=9= 257 

H ^99 C 9 C 
Arg Arg 

<210> 524 
<211> 354 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 79. .354 

<221> sig_peptide 
<222> 79. .180 
<223> score 5.2 

seq LWSSCWLAPLADG/ML 

agatgaagag gaggcdgtgg cagtggtgga agaagaggeg eggeggeggg ggtagggage 60 
etggaaaege gagegggg atg gta ggt ggt ttg gae eeg eeg gge ege egt ill 



155 



203 



251 



372 




Met Val Gly Gly Leu Asp Pro Pro Gly Arg Arg 



25 



cgt ttc cag aaa ggg ttt gac tgg agg aac etc tgg age age tgt tgg 
Arg Phe Gin Lys Gly Phe Asp Trp Arg Asn Leu Trp Ser Ser Cys Trp 



-15 



Aia fj.u 40 

tgg gca gca aaa atg gag acc gtg age cca gca aca agt crc ata gca 
Trp Ala La Lys Met Glu Thr Val Ser Pro Ala Thr Ser Xaa lie Ala 
45 50 55 



ggc 
Gly 



J3 <210> 525 

Ul <211> 173 

M= <212> DNA 

yj <213> Homo sapiens 

j% <220> 

% <221> CDS 

^ <222> 16. .171 

y <221> sigjeptide 

HJ <222> 16. .156 

Tu <223> score 3.6 

£ seq FLCLSLPRTGITG/MC 



159 



207 



rta act cct ctg get gat ggc atg ttg agg tac atg ggc cag cvg cag 
Leu Ala Pro Leu Ala Asp fly Met Leu Arg Tyr Met Gly Gin Xaa Gin 

-5 1 5 oqc 

n„« nn, tec aat cca qag ggg tec act eta gag gee agg cca cca 2bb 
Z 2 S 8« Asn Pro 111 HI Ser Thr Leu Glu Ala Arg Pro Pro 

aca cea trg gee agt gtg tea cca agt gta akh mtc cct cat cga ccc 303 
HI Pro III Ala Ser Val Ser Pro Ser Val Xaa Xaa Pro Hxb Arg Pro 



351 



354 



* '"L tacca atg gtg gag aag aaa act teg ggg tct etc tct gtt 51 
agttgtgttg tgeea atg gj, g^g ^ ^ ^ ^ ^ ^ ger Val 

-45 " 40 
acc caa get gga atg caa tgg cgc gat etc age teg ctg caa cct cca 99 
Ala gS £ fly Me? Gin Trp Arg Asp Leu Ser Ser Leu Gin Pro Pro 

cct ccc ggg ttc aag cga ttc ttg tgc etc age etc ccg cgt act ggg 147 
Pro Pro G?y Phe Lys Arg Phe Leu Cys Leu Ser Leu Pro Arg Thr Gly 

-15 -10 " 5 

att aca ggc atg tgc cac cac acc ct 
He Thr Gly Met Cys His His Thr 
1 5 

<210> 526 
<211> 427 
<212> DNA 
<213> Homo sapiens 



173 



373 



<220> 
<221> CDS 
<222> 275. .427 

<221> sigjpeptide 
<222> 275. .394 
<223> score 4 .2 

seq LLSGLCVAVCAQX/GH 



240 
295 



cattJcctL tctctgcatt ttccagcaag taagtggtgg tgacttgttg ctttcaagta 60 
tgttttgtct aaaat?cata gatgctgaac tgtgtatatt tgttgtcaag tttgaaaggt 120 

SS£b U£2£ £S £™ 

* .«= s - s - g s 

-40 -35 
tct qqt ctg aga ggg tec cca tgg gtg get gtg tew get ggc get ttc 343 
Ser Ty Leu Arg III Ser Pro Trp Val Ala Val Ser Ala G y Ala Phe 

30 -25 
ttg gac act cct ctg etc tea gga ctg tgt gta gca gtc tgc get cag 391 
lei Asp Thr Pro Leu Leu Ser Gly Leu Cys Val Ala Val Cys Ala Gin 

"15 " 10 . " 5 427 

yaa ggc cat gtt ggt gtg atg ggc ttc ggc tea gat 
Xaa Gly His Val Gly Val Met Gly Phe Gly Ser Asp 
1 5 10 

<210> 527 
<211> 251 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 79. .249 

<221> sig_peptide 
<222> 79. .210 
<223> score 4 

seq XLMVAMRCLGASP/XP 



agacttgagg ctggaggaaa gggaaetgaa cgcggttctg ^^J^^ x £ 

aacaqecqag gccccaga atg gec aag ttt ctt tec sva gac caa att aat 
ageagecgag g g ^ ^ ^ ger Xaa Agp Qln Ile Asn 



-40 



-35 



aaq tac aag gaa tgc ttc tec ctg tat gac arg cag cag agg ggg aag 159 
111 £yr Lys Glu Cys Phe Ser Leu Tyr Asp Xaa Gin Gin Arg Gly Lys 

-25 - 20 



ata aaa gec acc gmc etc atg gtg gec atg mgg tgc ctg ggg gec age 207 
Ile Lys Ala Thr Xaa Leu Met Val Ala Met Arg Cys Leu Gly Ala Ser 

-10 " 5 



-15 



374 




ccg asg cca ggg gag gtg cag egg ens tgc aga ccc acg gga ta 251 
Pro Xaa Pro Gly Glu Val Gin Arg Xaa Cys Arg Pro Thr Gly 



1 

<210> 528 
<211> 247 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 28. .246 

<221> sig_peptide 
<222> 28. .69 
<223> score 3.8 

seq LDSLLALGGLVLL/RD 



5 10 



^agcaggga ccggacgcga gttggag atg ttg gac teg ctg ttg gee ttg ggc 54 
33 Met Leu Asp Ser Leu Leu Ala beu uiy 

-10 

qqc ctg gtg ctg ctt egg gat tec gtg gag tgg gag ggg cgc agt etc 102 
fly Leu Sal Leu Leu Arg Asp Ser Val Glu Trp Glu Gly Arg Ser Leu 
_ 5 1 5 

ttg aag gcg ctt gks aag aaa tct gca ctg tgt ggg gag caa gtg cat 150 
HI Lys Ala Leu Xaa Lys Lys Ser Ala Leu Cys Gly Glu Gin Val His 

20 25 



ate etc qqc tqt gaa gtg agy gab gaa gag ttt cgt gaa rgt ttt gac 
He lei Gly Cys Glu Val s£ Xaa Glu Glu Phe Arg Glu Xaa Phe Asp 



198 



30 35 40 

tet sat ate arc aat egg ctg gtt tac cat grc ttc ttc aga gac cct c 247 

Ser Xaa lie xL Asn Arg Leu Val Tyr His Xaa Phe Phe Arg Asp Pro 
45 50 55 

<210> 529 
<211> 467 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 285. .467 

<221> sig_peptide 
<222> 285. .350 
<223> score 3.8 

seq FGLLiLGNLCSVKS / TE 



aaaaaagtta gtteggctta cacccaggaa tgagcaagga caschtggag gttaaaagca 60 
agatacagtc agtca^ctte tteagggtaa ceteaaatgt teeaaggtct tacacctact 120 



375 



^t-ratattc aaaqaactqa gactccacac acctcacttt gaggctggaa tatgctgaaa 
"qcctccac aaaScatfa ?tctggacca agacttacag cctaaagtga aggacatttc 
cafagaa-t ttctcctcac tgatgcctct cctgctgcaa tgca atg ace ctg get 



-20 



-15 



180 
240 
296 



atq tac aag aca tac ttt ggc ttg etc ctg gga aac ctt tgc tct gta 344 
net Tyr Lys Thr Tyr Phe Gly Leu Leu Leu Gly Asn Leu Cys Ser Val 

-15 -10 ~ b 

aaa aac act qag ann ttg eta cca ttg ctg get tea age act ttg tec 392 
lyl sir Thr III Xaa Leu Leu Pro Leu Leu Ala Ser Ser Thr Leu Ser 

nn* ttr att tec aaq atg gag tct tgc tct tgt tac cca ggt tgg agt 440 
Pre- Phe lie Ser Lys Met Glu Ser Cys Ser Cys Tyr Pro Gly Trp Ser 

15 20 25 467 

gca atg gca caa tct egg etc act gca 
Ala Met Ala Gin Ser Arg Leu Thr Ala 
35 



<210> 530 
O <211> 359 

<212> DNA 
ifi <213> Homo sapiens 



<220> 
<221> CDS 
<222> 17. .358 



■sss 



^ <221> sig_peptide 

s <222> 17. .130 

O <223> score 3.5 

ry seq LAMMNS I LRGLNS / KQ 



3= 



<400> 530 t ggg 5 2 

taaacaggaa agcact atg tct tea atg tgg tc^ g^ ^ ^ ^ ^ ^ 

-35 -30 
•- » a « *tt tac ttt cct tat aaa get tac ccg tea cag ctt get atg 
f a l S ne "r Phe Pro Tyr Lys La Tyr Pro Ser Oln Leu Ma Met 

atq aat tct att etc aga gga tta aae age aag caa eat tgt ttg ttg 148 
Tel Asn Ser lie Leu Arg Gly Leu Asn Ser Lys Gin His Cys Leu Leu 

gag agt eee aca gga agt gga aaa age tta gee tta ctt tgt tct get 196 
111 Ser Pro Thr Gly Ser Gly Lys Ser Leu Ala Leu Leu Cys Ser Ala 

10 

tta gca tgg caa caa tct ctt agt ggg aaa cca gca gat gag ggc gta 244 
Leu Ala Trp Gin Gin Ser Leu Ser Gly Lys Pro Ala Asp Glu Gly Val 

agt gaa aaa get gaa gta caa ttg tea tgt tgt tgt gca tgc cat tea 292 
Ser Glu Lys Ala Glu Val Gin Leu Ser Cys Cys Cys Ala Cys His Ser 

45 ^ 
tit ttt aca aac aat gac atg aac caa gga act tea cgt cat ttc 340 
Ly! Zl Phe £ £ £ Lp Ma? Asn Gin Gly Thr ser Arg His Phe 



100 



376 



55 *° 65 ™ 

aac tat cca age aca cca c 
Asn Tyr Pro Ser Thr Pro 
75 

<210> 531 
<211> 205 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 41. .205 

<221> sigjpeptide 
<222> 41. .175 
<223> score 5 

seq FSMLARLVLNSWP/QV 



I g c^tatcc agegagtcac g ta g caa g ac tacaattccc at g j* etc age aa g 

HI ggc gat tta ggg tec agg gaa gca atg aga cgt gtt ctt tgt ttt cct 
Gly Asp Leu Gly Ser Arg Glu Ala Met Arg Arg Val Leu Cys Phe Pro 



3 atg ggt gag gaa tgg ttg tat gag cag tgg ggt ttt tet atg ttg gee 151 
L net Ty Glu Glu Trp Leu Tyr Glu Gin Trp Gly Phe Ser Met Leu Ala 

^ aac ctq qtc ttg all tec tgg cet caa gtt ate tgc cct cct ctg cct 199 
!" f! 9 . II, ,1 L n ^ Trn Pro Gin Val lie Cys Pro Pro Leu Pro 



Arg Leu Val Leu Asn Ser Trp Pro Gin Val lie 

J: " 5 1 205 

r** ccc age 

2[ Pro Ser 
y 10 

<210> 532 
<211> 457 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 139. .456 

<221> sig_peptide 
<222> 139. .240 
<223> score 3.6 

seq XLALSLRLXCXGX/IS 



Jcttcatgat gttaatgggt tettttgetg tgeagtaget ttttagttta atataatece 60 



377 



o 



atttgtttat ttttgctttt gatgcctgtg tttttgaggt tttacccata aaatattttc 120 
ccagaccagt gtcctaaa atg ttt sec eta tgt ttt ctt aca gtg gkt ttt 171 
9 y a Met Phe Xaa Leu Cys Phe Leu Thr Val Xaa Phe 

-30 -25 
ate att tea aat ctt ttt ttt ttg ara egg rgt ctt get ctg teg etc 
He He Ser Asn Leu Phe Phe Leu Xaa Arg Xaa Leu Ala Leu Ser Leu 

-20 "15 "1° 

agg ctg gak tgc akt ggc rcg ate teg get cac tgc aac etc cgc etc 
Arg Leu Xaa Cys Xaa Gly Xaa lie Ser Ala His Cys Asn Leu Arg Leu 

-5 1 5 

cca ggt tea age aat tct cct gee tea gee tec cga gta get ggg att 
Pro Gly Ser Ser Asn Ser Pro Ala Ser Ala Ser Arg Val Ala Gly lie 

10 15 20 25 

ama ggc gtg cac cac cac gee egg cwa att ttt gta ttt twa gtg gas 
Xaa Gly Val His His His Ala Arg Xaa lie Phe Val Phe Xaa Val Xaa 

30 35 40 

acq ggg ttt cac cat gtt ggw mag get ggt etc gra gtt cht gac etc 
Thr Gly Phe His His Val Gly Xaa Ala Gly Leu Xaa Val Xaa Asp Leu 

45 50 55 

rtg ate etc ctg cct ccg cct ccc aaa gtg ctg gga tta cag gcg t 
Xaa lie Leu Leu Pro Pro Pro Pro Lys Val Leu Gly Leu Gin Ala 



jfl 60 65 70 

M> 

Ui <210> 533 

% <211> 447 

'% <212> DNA 

% <213> Homo sapiens 

^ <220> 

O <221> CDS 

fu <222> 273 . .446 

"J; <221> sig_peptide 

f» <222> 273 . .329 

2S <223> score 5.9 

* M seq PXXLLILAHITQS/CP 



219 



267 



315 



363 



411 



457 



gtatttgtta aatgctacaa gagtgactgg gatcataagt gttaegggag tttggcaaag 
aagcaggagg tagttagtgt aactgttaat gtgattataa gactaataca ttttgtkggr 
agataactta ccaagtttgg tttgtggaaa atttggattg agaaggaaat tgtatgtttc 
cgttagaagt agaacaacaa caacaaaata tctcccatca tttgtttggt actatctggc 
ctccccagtg ctgcttggga gaatcatgaa ac atg atg aat caa aca cat cct 

Met Met Asn Gin Thr His Pro 
-15 

trm rtg ttg etc ate ctg gca cat att aca cag agt tgc cca tgg gec 
Xaa Xaa Leu Leu lie Leu Ala His lie Thr Gin Ser Cys Pro Trp Ala 

-10 "5 1 

cat gta gga gca get cca tct gec ctt eta ata cat agg tgg gar ctg 389 
His Val Gly Ala Ala Pro Ser Ala Leu Leu lie His Arg Trp Glu Leu 
5 10 15 20 

agg ggg tgc teg tat ttg aaa ctg ttt ttg gtt atg gtg etc ata ttt 437 
Arg Gly Cys Ser Tyr Leu Lys Leu Phe Leu Val Met Val Leu lie Phe 



60 
120 
180 
240 
293 



341 



378 



25 



30 



35 



gaa atg ctt t 
Glu Met Leu 



447 



<210> 534 
<211> 420 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 230. .418 



<221> sigjpeptide 
<222> 230. .307 
<223> score 5.6 

seq LWCLLPPAS FTHS / LG 



gatgJctgag gtggcatgac aacacatggc aggattaata tcatttgcac ttattttggt 60 
aftfata^ta aaJataatgc agtatttaaa ttcgcagaca agtcagctcc cccattatck 
akgttttaat attkatttgt gtccactttc gaggtgaaac tgactgtatt «9catttca 
gcccgtgttt aaggtggctt gtccctgaaa ggtggagtgt tggggattc atg caa aca 



286 



-25 

ttt qag gaa ggg cac etc cca gaa aac ttt ctt tgg tgc ctt tta cct 
Phe g!u llu G?y His Leu Pro Glu Asn Phe Leu Trp Cys Leu Leu Pro 

-20 " 15 " 10 «. „ d 

cct get tct ttt act cac tea ttg ggg ttt tgc cag gnc tta cac tgc 
Pro III Ser Phe Thr His Ser Leu Gly Phe Cys Gin Xaa Leu Hxs Cys 

tct ttc etc aac ttc ttt ccc tct ttg ccg ctt ttc tat ttt gtc gtt 382 

Ser Phe Leu Ln Phe Phe Pro Ser Leu Pro Leu Phe Tyr Phe Val Val 
10 15 20 25 

cca tgc ttg age atg gec ttc ccc tec etc tec tgt ca 

Pro Cys Leu Ser Met Ala Phe Pro Ser Leu Ser Cys 
30 35 



<210> 535 
<211> 318 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 153. .317 



<221> sigjeptide 
<222> 153. .257 
<223> score 4.9 

seq LFIFIGSLQPVPT/RF 



379 




ctcacacaaa ctctcaagtg gcctaattcc ctctcaccaa accaatcaca atacagataa 60 
aagagaataa cttgtgttca tttttgtaca aacaaaaaag atataaat £9 tgaatg g 
atgr^tttta awtw.ccaag taaactgggc aa atg ctt ctg cat tat tta jjg 



-35 -30 



Iff <220> 
f& <221> CDS 

<222> 114 . .470 



221 



£ £ S K 2 S £ £ £ £ £ £ £ £ £ £ 
£ £ £ £ 5 £ £ £ £ S S £ 3 £ £ £ 269 

ttc tec tgt etc gdc cac ctg agt age cga gac cac agg caa gca eta c 318 
Phe Ser Cys Leu La His Leu Ser Ser Arg Asp His Arg Gin Ala Leu 
5 10 15 

<210> 536 
<211> 471 
<212> DNA 

<213> Homo sapiens 



<221> sigjpeptide 
<222> 114. .167 
<223> score 11 

seq LLLWASLLTGAWP/SF 



ocqagaccag agegagegaa cgaaccgcgg eggtceggag agccccgagc gcassnagga 60 
fc^glgtttc tagagag?gg agcctgcttc ctgggcccta ggcccctccc aca atg 

4. — or,h ntt ctt etc toq get tec eta ctg acc ggg gee tgg 164 
£ fal K lly £ £ £ iS L. Ser «, te» Thr <Uy ,1a Trp 

-15 " 10 " 010 

rra tcc ttc ccc a cc cag gac cac etc ccg gee acg ccc egg gtc egg 212 

Ser Phe Pro Thr Gin Lp His Leu Pro Ala Thr Pro Arg Val Arg 

5 

etc tea ttc aaa gag ctg aag gee aca ggc ace gee cac ttc ttc aac 

Leu Ser Phe Lys Glu Leu Lys Ala Thr Gly Thr Ala His Phe Phe Asn 
20 25 



ttc ctg etc aac aca ace gac tac cga ate ttg etc aag gac gag gac 308 
Phe Leu Leu Asn Thr Thr Asp Tyr Arg lie Leu Leu Lys Asp Glu Asp 

E £ 5 £ £ S S £ 5 5 £ S3 £ £ 2 £ 

£ His £ £ £ 5 £ £ £ £ £ £ S K E £ " 4 

cca cag cge ate gag gaa tgc gtg etc tea ggc aag gat gtc aac ggc 



380 



Pro Gin Arg lie Glu Glu Cys Val Leu Ser Gly Lys Asp Val Asn Gly 

80 85 90 4?i 

gag tgt ggg aac ttc gtc a 
Glu Cys Gly Asn Phe Val 
100 



<210> 537 
<211> 344 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 149. .343 



<221> sig_jpeptide 
<222> 149. .214 
<223> score 4 .2 

seq TAYWLSFMSWAQS/SS 



a 

: .n 

m tataLctga ggttcaggaa ctgctggaga gatgactggg caccaagagg atgacagtga 60 

Scagctglc SccctSgc tggttcatgg cagagctgag tggccactcc tgtctctgac 120 

cccagcttca gtgctcttta tctcctcc atg cct cct cag teg tgc tgc tct 172 
cccagcttca gty ^ ^ ^ Qln Sgr ^ ^ Ser 

-15 



-20 



aag act get tac tgg ctt tec ttc atg tec tgg gca cag age agt tct 
Ly s Thr Ala Tyr Trp Leu Ser Phe Met Ser Trp Ala Gin Ser Ser Ser 



-10 



ttt qqt age aga htt gag tec act tec ccc tgc aca gat cac tgc tea 
Phe Sy Ser Arg Xaa 111 Ser Thr Ser Pro Cys Thr Asp His Cys Ser 



220 



268 



I gga ccc aga gag gag cag etc tgc tec age agg gtt ttc cat tgc ate 

Z Gly Pro Arg Glu Glu Gin Leu Cys Ser Ser Arg Val Phe His Cys He 
J 20 25 30 ^ 

aca cac cca aac ggt agg ate cac egg t 

Thr His Pro Asn Gly Arg He His Arg 

35 40 



<210> 538 
<211> 221 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 1. .219 



<221> sigjeptide 
<222> 1. .66 
<223> score 6.2 

seq ILVLTLNVNGLNA/SN 



381 



^acfgaa tea aat tea cac ata tea ata tta gta eta acc ttg aat 
Me? Thr Glu Ser Asn Ser His lie Ser lie Leu Val Leu Thr Leu Asn 

20 -15 -10 

ata aat ggg ctt aat gca tea aat aaa agg cac aga gtg gca agt tgg 96 
Vat Asn G?y Leu Asn Ala Ser Asn Lys Arg His Arg Val Ala Ser Trp 

ata atg aag caa aac aca atg gta tgc tgt att caa gag acc cat ccc 144 

e Me? Lys Gin Asn Thr Met Val Cys Cys lie Gin Glu Thr Hie Pro 
15 20 

cca tgc aat gat gec cat agg etc aaa gta aag gaa tgg aga aaa ate 192 

Pro lis Asn Asp Ala His Arg Leu Lys Val Lys Glu Trp Arg Lys lie 

30 35 40 221 

tgc caa gca aac aga aaa cag aag aaa ga 

Cys Gin Ala Asn Arg Lys Gin Lys Lys 
45 50 



^ <210> 539 

3 <211> 431 

=U <212> DNA 

H} <213> Homo sapiens 

Li <220> 

% <221> CDS 

'% <222> 171. .431 

^ <221> sig_peptide 

= <222> 171. .314 

O <223> score 3.8 

rU seq NSLLLLLCLYIYP/HS 



actctgaaag eagtetteae agaaaetttt eaeagaagte aaatagttaa agcaaattct 60 
agataca?S tagagaccag gagaaaatat gaataaettt ettetaaaea aggagctcag 120 
4ataaaee ataeetetag attccttget teeattttee eagaaaeaag atg agg 176 

aaa aaa aaq ate agt gtg tgt caa caa act tgg gee tta tta tgc aag 
Lys Arg Lys lie sir U Cys Gin Gin Thr Trp Ala Leu Leu Cys Lys 

aae ttt ctt aaa aaa tgg aga atg aaa aga gag tec tta atg gaa tgg 
Asn Phe Leu Lys Lys Trp Arg Met Lys Arg Glu Ser Leu Met Glu Trp 
-30 "25 - 20 

ctg aat tea ttg etc eta eta ctt tgt ttg tat ata tat cct cat agt 
III Asn Ser Leu Leu Leu Leu Leu Cys Leu Tyr lie Tyr Pro His Ser 

-10 "5 1 

cat caa gta aat gaw tdd tct tea ctg ctt acc atg gac ctg gga egg 
Tis Gin Val Asn Xaa Xaa Ser Ser Leu Leu Thr Met Asp Leu Gly Arg 

10 15 



gta gat rnn tkt aat gaa tec aga ttt tct gtt gta tac aca cct gtc 
Val Lp Xaa Xaa Asn Glu Ser Arg Phe Ser Val Val Tyr Thr Pro Val 

20 25 30 

acc aac acg acc cct 



224 



272 



320 



368 



416 



431 



382 



Thr Asn Thr Thr Pro 
35 

<210> 540 
<211> 343 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 42 . . 341 

<221> sig_peptide 
<222> 42 . . 161 
<223> score 5.9 

seq WLAWGLLNVSMA/GM 



ccagagagag tggcgcgagc tgcgttttcc ggccagagga c atg atg cag ggg gag 56 

-40 

gca cac cct agt get tec ctt att gac aga acc ate aag atg aga aaa 104 
Ala His Pro Ser Ala Ser Leu lie Asp Arg Thr He Lys Met Arg Lys 

35 "30 "25 "20 

gaa aca gag get agg aaa gtg gtc tta gec tgg gga etc eta aat gta 
Glu Thr Glu Ala Arg Lys Val Val Leu Ala Trp Gly Leu Leu Asn Val 

-15 "10 "5 

tct atg get gga atg ata tat act gaa atg act gga aaa ttg att agt 
Ser Met Ala Gly Met He Tyr Thr Glu Met Thr Gly Lys Leu He Ser 

1 5 10 

tea tac tac aat gtg aca tac tgg ccc etc tgg tat ady gag ctt gee 
Ser Tyr Tyr Asn Val Thr Tyr Trp Pro Leu Trp Tyr Xaa Glu Leu Ala 

15 20 25 

ctt gca tct etc ttc age ctt aat gec tta ttt gat ttt tgg aga tat 
Leu Ala Ser Leu Phe Ser Leu Asn Ala Leu Phe Asp Phe Trp Arg Tyr 
30 35 40 45 

ttc aaa tat act gtg gca cca aca agt ctg gtt gtt agt cct gga eg 
Phe Lys Tyr Thr Val Ala Pro Thr Ser Leu Val Val Ser Pro Gly 
50 55 60 

<210> 541 
<211> 286 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 121. .285 

<221> sig_peptide 
<222> 121. .222 
<223> score 7.2 

seq LLLFSLLVSPPTC/KV 



152 



200 



248 



296 



343 



383 



<400> 542 

actctcacga gaacagcatg tgggaaacca gggaaactgt ccccatgatc cagtgacctc 
ccaccaggtc cctcccttga cacaacagag attacaattt gag atg aga ttt gga 

Met Arg Phe Gly 

tgg aga cac aga gcc aaa acs ata tta age ctg ttc tgc tgg gac aca 
Trp Arg His Arg Ala Lys Thr He Leu Ser Leu Phe Cys Trp Asp Thr 
-20 -15 ~ 10 " 5 

gaa tea ctt get cca tct cat aca ttg atg atg att aat ttg tat gtg 
Glu Ser Leu Ala Pro Ser His Thr Leu Met Met He Asn Leu Tyr Val 

15 10 
tac ctt cca aaa aag atg gtt gtg ttt gaa tgg agg cct tct gga cag 
Tyr Leu Pro Lys Lys Met Val Val Phe Glu Trp Arg Pro Ser Gly Gin 

15 20 25 

gaa aat aat cac ate ctt cct gag ata atg age aca etc gt 
Glu Asn Asn His He Leu Pro Glu He Met Ser Thr Leu 
30 35 40 

<210> 543 
<211> 404 
<212> DNA 
<213> Homo sapiens 



216 



264 



286 



<400> 541 cn 
aaaactcttt cttcggctcg cgagctgaga ggagcaggta gaggggcaga ggcgggactg 60 
tcgtctgggg gagccgccca ggaggctcct caggccgacc ccagaccctg getggecagg 120 
atg aag tat etc egg cac egg egg ccc aat gcc ace etc att ctg gcc 168 
Met Lys Tyr Leu Arg His Arg Arg Pro Asn Ala Thr Leu He Leu Ala 

-30 -25 -2° 

ate ggc get ttc ace etc etc etc ttc agt ctg eta gtg tea cca ccc 
He Gly Ala Phe Thr Leu Leu Leu Phe Ser Leu Leu Val Ser Pro Pro 

-15 -10 -5 

acc tgc aag gtc cag gag cag cca ccg gcg ate ccc gag gcc ctg gcc 
Thr Cys Lys Val Gin Glu Gin Pro Pro Ala He Pro Glu Ala Leu Ala 

15 10 
tgg chc act cca cct acc cga t 
Trp Xaa Thr Pro Pro Thr Arg 
15 20 

<210> 542 
<211> 300 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 104 . .298 

<221> sig_peptide 
<222> 104 . . 175 
<223> score 4 . 8 

seq ILSLFCWDTESLA/PS 



60 
115 

163 



211 



259 



300 



384 



ft' * 



<220> 




<221> CDS 
<222> 147 . .404 

<221> sig_peptide 
<222> 147. .278 
<223> score 3.5 

seq AWMLMVAI FAGT / MQ 



& z 



^ g c= g ct g =ct aa gg a, g a gg t gg ca gtg ct g attca gg t, gt«tttgec 
,?tccSa,g ...gctggat tgccttacc, "^"^"^"tt gStc. 173 
ctca gg etct g ccca g .act caa gg a ttg ttt acc ctt gcg g^ g^ ^ ^ 



2 2 5 £ S 2 2 S S S 2 2 2 5 5 K 
i £ 2 S 2 2 2 2 2 2 2 2 S3 S S 2 
E 5 2 2 2 2 2 2 S 2 2 2 «? = » - 

cca tct cct gta aat tea aav kca cat aca cca cca gga aat gee 
ttg cca ecu ecu yuci . Asn Ala 

Leu Pro Ser Pro Val Asn Ser Xaa Xaa His Ttir pro pro y 



317 



15 zu ^ 404 



" aaa ate acc acc aac ate cca aag atg gaa gca gec act 
ffi gS Val Thr Thr Asn lie Pro Lys Met Glu Ala Ala Thr 



30 ^ 

<210> 544 
<211> 330 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 150. .329 

<221> sig_peptide 
<222> 150. .248 
<223> score 3.8 

seq WSLALSSRLECNG/AI 



<400> 544 

agagccaccg ggctggggac 
ggctgggctt tctgccttac 
cgaaacagct ttccacasaa 



eggggagegg aggctgaaat 
tcactccttc tccctctttc 
tggagcttc atg tec teg 
Met Ser Ser 



ccccagacgc cggttttctg 
tggattttac cgaccgttcg 
tgc agg aag tac tea 
Cys Arg Lys Tyr Ser 



385 





2 £ 5 S K Z £ S 2 5 2 - S £ 2 E 
5 2 2 3 2 £ S 2 5 S £ 2 S 2 5 2 
£ 5 £ S J 2 2 S 2 S 2 S 5 = = s 



10 15 330 

etc ctg cct cag c 
Leu Leu Pro Gin 
25 

<210> 545 
<211> 420 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 253. .420 

<221> sig_peptide 
<222> 253. .321 
<223> score 6.2 

seq LCNLSIFFCCSVS/QP 



<400> 545 , rt ._- ) . ; , ra atcctqqaac acatattaac 

catatattaa gacatatcag aattttagaa ctctcataca ^cctgg 

aacaaatctc tatcagtata acccaaagga agctaaacac cacctca J 

ttcctgtata atbeaaacat tacaaataag cctaatata. gecta g ^ 

acttcaggaa gectaatate caaaaagtta 9"taaggtc a g 

ttttcctt. gt atg gtc ata tct ttc tta eta att tgt y ^ £ ^ 

-20 ' 15 



£ 2 S 2 £ 5 * 2 2 2 2 2 2 35 2 £ 

- 5 

-10 ^ r tt ata ate cca aca 

E 2 E 2 % III 2 - S? 2 2 2 ne « Tta 

10 15 
ctt tgg gaa gec aag gtg gga gaa ttg ctt gaa 
Leu Trp Glu Ala Lys Val Gly Glu Leu Leu Glu 

_ ^ in 



60 
120 
180 
240 
291 



339 



25 30 



<210> 546 
<211> 327 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 87 . .326 



386 



v f=5 

. 5=; 



o 




<221> sig_j>eptide 
<222> 87. .128 
<223> score 5.7 

seq NVLIIVFVAFAFG/FL 



<400> 546 araa , r1 . atc cttqactgtc agtgctcagg 

tatcttctct ccagtctaaa gcctcactga a ^ a ^gtc ^ttg at ? gttttt gtt 
gaactgctct gccacccttc tcctca atg aat gtg tta ate ^ ^ ^ ^ 

-10 

S £ S 2 5 2 2 2 £ 5 2 2 2 5 2 2 
S? 5 3 2 2 2 2 2 £ £ S £ 2 2 2 2 



60 65 



<210> 547 
<211> 338 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 166 . .336 

<221> sigjpeptide 
<222> 166, .222 
<223> score 4 .2 

seq LLSLAAYLSGPHQ/EP 



<400> 547 r^rataactc ctqacatacg taacccagga 

aaatgtcctc cacagctttg cccagtggga "catggctc ctg a 

S522 22=2 2S=2 5S=S S- s 2 
5 2 2 2 2 2 S 2 2 2 2 % 2 2 2 2 

- 10 

£ £ 2 £ 2 S 5 5 2 « - = - ? 5 S 



60 
113 



161 



o S 2 5 2 2 2 2 S 2 2 2 2 2 2 2 2 2 " 

i|j 30 35 . „ a „ ah „ ,- aa c tt qcc 305 



2 2 5 2 2 2 2 2 2 2 2 2 2 2 2 2 

45 50 327 

aat tat ccc age acc att tgt t 
Asn Tyr Pro Ser Thr He Cys 



60 
120 
177 

225 



387 




r. n fn aaa caa qqg gga ath tgg aag gcg gaa cag 321 

E « E 5 £ E E E Sy .1. »p jj. «■ «» - 

20 25 338 

gaa aga gtg gaa gtg ga 
Glu Arg Val Glu Val 



-43 
m 



fc J3 



35 

<210> 548 
<211> 381 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 88. .381 

<221> sig_j>eptide 
<222> 88. .174 
<223> score 5.8 

seq LHAXAGAAASVIA/AD 



60 
114 



<400> 548 ^rrtractc aqaqqtcttc tggttctgga 

sss sss =«£ si s £ £ £ 

E 5 E E H S E 2 2 S £ SS 2 s 5 " 

i s s s s £ s £ s 2 £ = s s s £ 210 

S E E 2 H E 5 E S S £ £ 5 £ = £ 258 

S e e 2 s £ £ £ £ £ £ £ £ 5 £ £ 306 

«c L a,c «c caa a g t tt, 9- £. «= « « £ £ £ £ 

Pro Lys Asn lie Gin Ser Leu Glu Val He feiy vy ^ 
45 50 " 381 

aac caa gtc gaa gtg ata gcc aca etc 
Asn Gin Val Glu Val He Ala Thr Leu 
65 



<210> 549 
<211> 357 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 54 . .356 



388 




<221> sigjpeptide 
<222> 54 . .134 
<223> score 5.9 

seq ALALAXAPDLAQA/PL 



Zll*lZ 3 gttctg**. g ta gg a g .cc ccact gg ctt tggtcce*. a g , jtg 

E 2 S E 5 E E S K S S S E E 2 £ 104 

2 i £ S E 5 E E S E E S E E S E 152 

2 S E S E i E E E E E E S S E E 2 °° 

E E 5 5 S Si E 3 5 E 5 2 E E E E 248 

S E E S E S S 2 2 « 5 2 E S 5 5 296 

S 2 E E E £ E 2 E E E E E E E E 344 

55 60 357 

gtc agg etc ttc t 
Val Arg Leu Phe 

<210> 550 

<211> 448 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 150. .446 

<221> sig_j>eptide 
<222> 150. .272 
<223> score 6.5 

seq IAVLVLYFLFVLA/VG 

gg aa g =t«t gg =t g caaa g a g , g a gg atc cc g9g tatct cectectw. a™- «, 
acctcctagt g cctta g aa g ccact 9 aca g ccccca gg9 c " cc? 1" 

ataa gg .t C c a 3 a g9 tct= g ttca gg acc ,t g g a g j«e 9g = ace jje a g c 



-40 



-35 



a ^ aat ccc ctq gat gcg ttt ccc cag aag ggc ttg 

E E E E 2 £ E uS L P E «. ,» 8 i» ^ »* -» 



221 



389 




Us 



-75 -20 
30 ... ^ ht-f ate eta 269 



S 2 5 £ S H a £ £ 2 £ 2 £ 2 £ 2 

-15 -10 b 

S !S 5 2 5 2 S S - = £ = - s s 5 
S 2 2 2 S 5 5 K 2 S S S 2 S S 2 
2 2 2 K 2 2 2 5 2 5 2 2 2 5 2 E 

35 40 
ggg tea ggt get get acg ggc att tct gta tea ge 
G?y Ser Gly Ma Ala Thr Gly He Ser val Ser 



50 

<210> 551 
<211> 363 
<212> DNA 
*S <213> Homo sapiens 



<220> 
<221> CDS 
<222> 139. .363 

<221> sig_peptide 
<222> 139. .213 
<223> score 4 . 8 

seq LWFPSMLFSLSLL/ SN 



-525 52=2 2225 2=32 

S*^ 2 2 2 HI STy 2 £ 2 & S 2 



25 -20 - 15 



S 2 S 2 2 2 2 2 2 2 2 2 2 2 2 2 

-10 " 5 

ctt aac caa ate ggc age age eae etc gac cgc cca eac att cot ggc 
Leu Asn Gin lie Gly Ser Ser His Leu Asp Arg Pro His lie Pro y 

c 10 lb 

2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 2 
2 2 2 2 S 2 2 2 K Z 2 S 2 2 2 2 



219 



35 



<210> 552 
<211> 263 
<212> DNA 



390 




<213> Homo sapiens 

<220> 
<221> CDS 
<222> 11. .262 

<221> sig_peptide 
<222> 11. .103 
<223> score 3.6 

seq LFIYLVFVECLLC/TR 



~ S S S S £ 52 - 52 5= K 52 52 C 49 
52 2 52 £2 S 52 £ £ 52 S 52 S K 3: 25 " 

-15 -10 3 - 

2 s s is 2: 5= = a - - * ? - * - = 

51 L a a ^ ttc aca aca ggc tea tec tct agt gga gga aat aaa 193 

* £ a" IS IS 52 S Sr Sy S«r ser S„ Ser Oly 3!y »o Lys 

^ 15 i-t-t- aat aat tta tgt aca gta cat aga ggc caa gaa agg gaa 241 

* Pre- Phe £ Ser £ Leu Cys Tnr Ll His Arg Oly Gin Glu Arg Glu 

* 35 40 263 
s aga ata gag tgc caa ggg aat g 

O Arg He Glu Cys Gin Gly Asn 
fU 50 



<210> 553 
<211> 362 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 192 . .362 

<22l> sig_peptide 
<222> 192. .323 
<223> score 6.9 

seq LNLLSSWSSMAQS/RL 



22U2« =-cccae g a g a 9 c gt ccct tc=aagc g ec e£g£» 

SS2S SSS2 22252 22222 * 

I tg a gg c t ca g £ « £ * tct *e acc «, g »t ^ =aa £ 

/t r\ - 35 



60 
120 
180 
230 



391 




as : 



S 2 2 5 2 = £ 2 2 2 2 3 2 2 2 2 



278 



tec III etc aac etc ctg agt age tgg agt tea atg gca cag tct cga 

, * Ton Q^r- Qpr TrD Ser Ser Met Ala Gin ber Arg 

Ser Cys Leu Asn Leu Leu ser ber irp ocj. ^ 

- 10 ~ 5 

etc act gca acc tec ate tec aag ccg ccg ccg ccc 362 

Leu Thr Ala Thr Ser lie Ser Lys Pro Pro Pro Pro 

5 1° 

<210> 554 
<211> 385 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 194. .385 

<221> sig_peptide 
<222> 194 . .334 
LJ1 <223> score 7.6 

seq LXLGEGLTFLCLC/QV 



277 



^gagagct tagtcttggt actatttgtt tttgtttctt actgtttgtc tgtttatggt J- 

gttttgattg tae atg ect gtg tgt ttt tat tee tta att tgt ttc ttt 
Met Pro Val Cys Phe Tyr Ser Leu He Cys Ptie eae 
-45 " 40 
aft- tat ttc tat ttg tta tct cca aga gaa aca ata gaa gag gtg gee 
fie Phe Cys Leu Leu Ser Pro Arg Glu Thr lie Glu Glu Val Ala 

- 3 0 ~25 

ill ttc caq ttt tct ctg cth mtc ttg gga gag ggt etc acc ttt ctt 
III Phe Gin Pne Ser Leu Leu Xaa Leu Gly Glu Gly Leu Thr Phe Leu 

tqc etc tge cag gta atg acg aat aan atg caa ctg ctg ttc ttg agt 
Cys III Cys Gin Val Met Thr Asn Xaa Met Gin Leu Leu Phe Leu Ser 

1 5 10 



373 



ggg gta gtc tgt 
Gly Val Val Cys 
15 

<210> 555 
<211> 411 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 126. .410 



385 



392 




<221> sig_peptide 
<222> 126. .176 
<223> score 4.6 

seq ILLWEACTGRCQA/SL 



, > g tt g gggg ca, g cc . g ==at g at g tgg«=t«c ,« ggg ta gg g ca. g c 
aaa 9 t tgg aa a,a ?f ,a g J™^-"**^^^ « t g c 
" Ca9 IS SS y S a 2 2 T?p Glu L. Cys T„r oly Ar g cys 



.-^ rh» rtr tct ccc tgg ccc aga ggt ggc agg ggc aag tta 

al 9 „ £ sll 2 2 £ «, £ «. oiv oy «, oiy - - 

^ „m nrf aca aaa tqg ttg gca gca ate tgt ggg att tgg 

S £ vl 9 52 £ £ 2 tS - £ "« «• 118 I? 

2 0 

15 . rr a aac cat qqc cac agt ctt caa gca ggg gca 

£ £ £ o" Me? 2 £ £ Sy His sir Leu Sin ,1a Sly .la 

35 40 

% E S S 2 2 S 5 S 2 S S - «• * « 
» 9 S S 2 S 5 £ S I S E = 2 2 2 - 

2 70 /b 



65 

- <210> 556 

O <21X> 472 
nj <212> DNA 
fll <213> Homo sapiens 

^ <220> 

2 <221> CDS 

w <222> 289. .471 

<221> sig_peptide 
<222> 289, .402 
<223> score 4,4 

seq LELLTSGDPLASA/SQ 



170 



"15 " 10 " 5 aan hta 218 



<400> 556 M-n-t-tatat ctcccaaaga agtatttttc aatctgeaga 60 

cataacacca ggttaaatga ttttttatat cccccdd y * tttttaqaaa 120 

2222 S2S2S S2SS 2522 r « - - 

SSS2S 52222 52222 55222 =f 12 «. = ~ 

Si £ 25 2 £ 2 S 2 S 2 2 S 2 5 2 2 345 

cat gtt ggt cag get ggt ctt gaa etc ctg ace tea ggt gat eca ctt 



393 



His Val Gly Gin Ala Gly Leu Olu Leu Leu Thr Ser Oly Asp Pro Leu 

K 2 K 2 2 2 E S S £ 2 2 2 2 - K 



c 10 

1 5 472 



egg cct aat ttt tgt att ttt agt aga gat g 
Arg Pro Asn Phe Cys lie Phe Ser Arg Asp 



15 20 



<210> 557 
<211> 419 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 114. .419 

<221> sig_peptide 
<222> 114. .188 
<223> score 4.4 

seq WSWLVSAEGSHP/DP 



~£ SS=S =5 S=S= SK - 

s s 2 s s s s s = s = « « = # " 4 

2 2 S 2 i 2 S 2 5 2 S 2 2 2 S S 212 

2 2 2 i 2 2 2 2 2 2 S 2 5 5 S 5 260 

5 2 S 2 2 2 2 2 2 2 £ E 5 5 2 = 308 
2 2 2 2 2 2 2 2 2 2 2 2 2 2 E 2 
S 2 S 2 S S S 2 5 2 2 2 £ 2 S 2 



60 65 419 



aat gga act gcg aag 
Asn Gly Thr Ala Lys 
75 

<210> 558 
<211> 397 
<212> DNA 



394 




<213> Homo sapiens 

<220> 
<221> CDS 
<222> 53. .397 

<221> sigjoeptide 
<222> 53 . .121 
<223> score 5.9 

seq TLKFLTLLQKSNA/KR 



g " g aa 9 ctc g at 3 aa g att wnttc « gtg ,at C c g at g t g a g t= t g at g ,t g 

S K £ S £ S S 2 £ 2 2 £ 2 £ « 
3 i £ £ K S 5 £ £ £ K S = - y « 

s s £ £ £ £ s a s £ 5 5 £ £ 5 £ 

- = s b s s 5 £ I £ s s 2 s £ £ 

5 S K E £ £ £ Z S £ 2 * £ - S 5 298 
5 £ £ £ - a S £ S £ £ £ £ £ £ £ ™ 
£ C S £ £ ii £ £ - 5 S = K - 5 ~ 394 

on 85 



58 
106 

154 

202 

250 



80 85 " 397 



gaa 
Glu 



<210> 559 
<211> 385 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 204 . .383 

<221> sig_peptide 
<222> 204. .287 
<223> score 7.7 

seq LVMCFLS YFGTFA/ VE 



395 





O 



£s£ ssss ssss =~ ss =5 si 

ESS -™ ^ S = SSS iTs E 2 " 

sssseeeseeeeeese 

-15 

e s s s £ s e e s E s s s E e s 

E E S £ £ S = E E E E 2 E E E E 



281 



15 20 25 385 

gaa tat ca 
Glu Tyr 

O <210> 560 

y3 <211> 452 

U1 <212> DNA 

%a <213> Homo sapiens 



<220> 
<221> CDS 
<222> 47. .451 

<221> sig_peptide 
<222> 47. .106 
<223> score 10.6 

seq LLTLLALLAHTSA/VA 



ZllccZ, cg c ggg . ggg a g c g ,.s, 9 = 9 c ggg ca g c 5 , g c g a g «g c, g =a= 

S E E E E E E E E E S S EE E E 103 

E S E E S E S E S E E S E S 5 E 151 

5 2 5 5 E S E S S E E E E E E E 189 

E 3 5 E E E E E E S E E SI E E S 2 " 

S 5 E S S 5 S E E E E S S E E E " 5 

55 

eta cac gca cat gac cac ggc acc hnn ggt gga asa gac get gca tgc 343 



396 



Wtl 



Leu His Ma Pro Asp His Gly Thr Xaa Gly Gly Xaa Asp Ala Ala Cys 

7 0 

65 . „ „ mrT aac etc tec 391 



2 S S E S £ S 5 S E S = £ 5 E E 
£ « s S g E a E S S S S E E 5 s 439 

100 105 452 

atg get gga tec t 
Met Ala Gly Ser 
115 

<210> 561 
<211> 478 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
O <222> 325. .477 

if! 

Ul <221> sigjpeptide 
M» <222> 325 . .444 
<223> score 3.9 

seq CVNLLLGFEPVIS/RS 



^aaaacSg gggg aa g att tgcctctcac tttttttctt f aaaat.tg g^agcaatt JO 

O ttaaagagaa catgaaaatg gagtaggttg aaaccaacat ^agaacttc f 1QQ 

fU ttgaaactta aagctgaggg aggktttrag ggtggarktr aggaagggct aga g g 

9U aaatttcaga gtcatatcag agaatatgaa cfcgtca gt gt tccaatgtt tctcttgg^ ^ 

Z ctgcacagca cttccaagcc ettttgetea ct gtt ttgc t g ^ 
O attcagagct tgetgaggea aaac atg cga tat ttc caa ggg ^ ^ ^ 



-40 " 35 



£ 2 S E S S S E 5 S E « S E E E 
S E SS S S £ i E 5 E E E £ E £ 3 

-15 " 10 , . I 478 

age cgr mgc agt tea ctt get gtt gag tct a 
Ser Arg Xaa Ser Ser Leu Ala Val Glu Ser 



5 10 



<210> 562 
<211> 412 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 5. .412 



397 




<221> sig_peptide 
<222> 5. .91 
<223> score 11.4 

seq LCLLGCLLSHAAA/AP 



-SB H 2 2 E S S S 2 2 S 2 2 1 " 
H 2 2 2 2 52 2 2 2 = K K E H 2 " 
2 S £ S 2 2 2 SS S £ E 2 2 E 2 " 5 

10 

„ g «, 9ca st g c« tac «, «. »o «= tat »= «= ec. «k £ »> 

xaa Leu Ala Xaa Gin Tyr Leu Xaa Xaa Phe Tyr biy ^y 

25 

S 1: 2 2 2 S 2 2 2 2 2 2 2 2 2 2 241 
ll S 5 2 2 2 2 5 S 2 2 2 2 2 £ 2 289 

55 ^7 

S S SI S 2 S 2 5 2 2 2 2 S 2 2 2 

ttc ttc cot cgc aag nnc aag tgg gac aag aac cag ate aca tac agg 
Phe Phe Pro Arg Lys Xaa Lys Trp Asp Lys Asn Gin lie Thr Tyr Arg 

85 90 412 

ate att ggc tac aca set gat ctg gac 
He He Gly Tyr Thr Xaa Asp Leu Asp 
100 105 

<210> 563 
<211> 458 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 185. .457 

<221> sig_peptide 
<222> 185. .298 
<223> score 6.3 

seq PCVSLLWAPRXFA/SS 

r a g ta 9 ttaa g =catt g t gg t jjgtjttt tatcctat* JO 

aatgctattt ccaggggaaa aatattccca attccaggu a 



398 



-XT 



««,.„« t gt t rrf tea™ c«ca g ct.t 

S E S. - «« S S £. SJ ^ His Ser V,l Leu .1. 



-35 " 30 



45 



^ <210> 564 
HI <211> 502 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 324. .500 



y <221> sig_peptide 

fU <222> 324. .398 

Hi <223> score 4.3 

J= seq ALYLSLNLYFANS/LY 



Sss sssa = 52= SHi 

Ss 5K£ =5E SSS 

,taat g at g t g t g tta g ,ac aaggatactg J»9™ |«£ 99 tw "t.agtca, 
=cg t c t=tga <=aaa ggg cac ac, atg tac tgt =tg arg tgt gtg ne 



180 
229 



277 



»t- a etc cqc aca ccc cgc aca cct ccc tgg ccc tgt gta tec ctt eta 
Me? Leu Z Thr Pro Arg Thr Pro Pro Trp Pro Cys Val Ser Leu Leu 

S H S S = £ K S S 5 S S K - S S 325 

2 = i s 5 2 Leu b =s s s s s s s s 373 



10 4- t-r*t- t-ct ctQ tat cct cat 421 

n3r ctc cc t qaq gqe tea gaa ata tta aat tct ecu <~uy u^u 

Sp Leu Pro Glu fly Ser Glu lie Leu Asn Ser Ser Leu Tyr Pro His 

30 35 458 

tgc eta ctc agt get tgg aac aca cga cac tea aca a 
Cys Leu Leu Ser Ala Trp Asn Thr Arg His Ser Thr 

50 



Met Tyr Cys Leu Xaa Cys Val Glu Lys He 

-25 _2 ° 

ttt gca aat tea ctt 401 



aca aaa act ctt tat ctc age ctt aat tta tat ttt gca aat cca ^ 
III lys III Leu Tyr Leu Ser Leu Asn Leu Tyr Phe Ala Asn Ser Leu 

tit tat atg tgt gtg tgt tea tac ata tac ttt tat tta tkt att tat 449 
J£ Tyr Tel Cys U c% Ser Tyr lie Tyr Phe Tyr Leu Xaa lie Tyr 

ktk tat kkt tta ata aaa ann dng tct tat tat gtt gec cag act ggt 497 
KtK cat ^ a s Tyr* Tyr Val Ala Gin Thr Gly 

Xaa Tyr Xaa Leu He Lys Xaa xaa ber iyx xyj. 



9 c 30 
20 25 502 



ctc aa 



399 



Leu 



<210> 565 
<211> 218 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 7 . .216 



<221> sigjpeptide 
<222> 7. .120 
<223> score 7.9 

seq LPFLSLFWPWAPG/AV 



m 



ru 



— 2 S S E E E E E S S S H S 5 
E E E 5 HE E E S 5 5 2 S E S E 
E E 5 E i E E 5 E S3 S S E S S 3 
E S E E E E E S E E S E S S 5 E 



48 



96 



144 



192 



10 15 " 218 



cgc gcg ggt acg tgc agg acc cct ac 
Arg Ala Gly Thr Cys Arg Thr Pro 

30 



25 

<210> 566 
<211> 271 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 63. .269 



<221> sig_peptide 
<222> 63. .122 
<223> score 7.2 

seq LALWLGAVGVGVA/EP 



-20 



400 




E S 5 E S E S S 2 E E S S S E 2 
S « E 2 S E E E 2 E 2 S E S S E 

15 20 

4- aac acc ata aac acg ccw ntc cca get 

E E E E S 52 E S E ?a? Lp ^ T - « - 



155 



Phe uxn vjxu — 40 

30 -* b 271 

gga ata ttt gtg agg ccg gt 
Gly He Phe Val Arg Pro 
45 

<210> 567 
<211> 295 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 60. .293 

<221> sig_peptide 
<222> 60. .140 
<223> score 3.6 

seq RVLAGXSLRRCEA/AG 



2 E E E E E 5 5 5 S E E 5 E S E 155 
S i S E S E S E E E S S E E E 2 203 

10 oci 

,.«-* „ na aaa tat ctt ccc tgc tcs ntg ggg cga gga gca gec 
tfr Arg feu Arg S Cys - Pro c|s Ser Xaa oly Arg Oly Al. Ma 

ccc tct gag tec cct egg cct tgc tct ctg ccc ate cgc ccc tc 295 
Pro Ser III Ser Pro Arg Pro Cys Ser Leu Pro lie Arg Pro 



40 

<210> 568 
<211> 369 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 139. .369 



45 



401 



<221> sigjpeptide 
<222> 139. .261 
<223> score 9.5 

seq LIIFLSFLPFINS/SF 



clag^gat a.gtcctgtg aca g aatt g t g t g ataca gg tcaaaca gg a .ttgggttat 60 

ggggaStg ccagttgaaa tatgttttga tctttggaga ^ c ^t« ttcatttaac 

ctattcttta aatcca g t atg ttc cag aac ata caa aaa tgt tta aat gtt 
ctgttcttta aa g ^ ^ ^ ^ ^ Lyg Cys Leu Agn Val 



-40 -35 



5 SE S 5 5 S £ v" £ - S 2 £ £ = £ 2 " 
S £ £ S £ i £ £ £ £ £ £ £ 2 £ £ 2 " 

-10 ' 5 



? S S £ £ £ ££ £ 5 S £ £ £ S S - " 

£ ss s s £ £ £ £ e £ £ £ £ c s s s 3 " 

tfj 20 25 369 

*8 gtt ttt 

%g Val Phe 
- 35 

s "i 

S <210> 569 
% <211> 269 
^ <212> DNA 

<213> Homo sapiens 

Q <220> 

<221> CDS 
<222> 46. .267 

<221> sig_peptide 
<222> 46. .111 
<223> score 10.3 

seq FLLLLLLLLLTRW/AP 



105 



ag'ccc^gg •sctct.g agagcaagga cgcgggggag c.gag «t, «= cga gcc 

-20 

gcg ccg ccg ccg ctg ttc ctg ctg ctg ctg ctg ctg ctg ctg etc act 
Ala Pro Pro Pro Leu Phe Leu Leu Leu Leu Leu Leu Leu Leu Leu Thr 

aga tgg get cct cac aga gca atg gcc cct tec tgg tec age cas atg 153 
Arg Trp Ala Pro His Arg Ala Met Ala Pro Ser Trp Ser Ser Xaa Met 



402 



gtg tea ccc tgg 
Val Ser Pro Trp 
15 

tgt tat acc tgg 
Cys Tyr Thr Trp 

aca agt ttt atg 
Thr Ser Phe Met 
50 



agt aca acc cct 
Ser Thr Thr Pro 
20 

agt ccc cag ctg 
Ser Pro Gin Leu 
35 

caa ctt gt 
Gin Leu 



att ctt gga ate 
He Leu Gly He 
25 

ggg tgg get tct 
Gly Trp Ala Ser 
40 



tgr ttg cca atg 201 
Xaa Leu Pro Met 
30 

cct act ccg atg 249 
Pro Thr Pro Met 
45 

269 



<210> 570 
<211> 257 
<212> DNA 
<213> Homo sapiens 



3= 



<220> 
<221> CDS 
<222> 37. .255 

<221> sig_peptide 
<222> 37. .168 
<223> score 4.8 

seq LTFCLVDLSNVDS/GM 



%B <400> 570 . fct ttq att 54 

t ca.ttttgga at.agtgtga tgtggtggtg ,ga,ga atg tat att ttg ttg ^ 

1 » % % III E S 5 3S £ £ £ 2 £ § ^ s 

«W " 35 . 30 - -i-h at-.t aat 150 



ctg tct aat gtt gac agt ggg atg tta aag tct ccc att att att gtg 
Leu Ser Asn Val Asp Ser Gly Met Leu Lys Ser Pro lie lie lie Val 

5 1 

. ZL frf Aaa tct ctt tgt agg tct eta agg act tgc ctt atg aat 
SS SE s« Lya ser £ cys a?g ser Arg Thr Cys ,eu ».t M. 



102 



S £ s S £ 5 S 2 2 £ £ £ £ £ - 5 

-20 - 15 _ _ _ . . ahi _ att atq 198 



ctg ggt gca gt 
Leu Gly Ala 



" 20 257 



<210> 571 
<211> 249 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 53. .247 

<221> sig_peptide 



403 




<222> 53. .190 
<223> score 3.5 

seq RWLCLQAYLASFS/LE 



99atttt=ct cttgggotgg .cagtttgct cccctggagg gt «g age 

2 £ E E 5 E 5 E E 5 S E S S 5 sT 
E S E S i E E £ £ £ E E £ £ S S 
S £ £ £ £ S £ £ E £ £ £ £ S E £ 
£ £ £ £ £ E £ £ E £ 2 £ £ £ E " 



106 



5 xu 

<210> 572 
<211> 350 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 194 . .349 

<221> sig_peptide 
<222> 194. .316 
<223> score 9.9 

seq ILPFLLFPFPVNA/RS 



S sss s=s ssss sss ;=s £ 



277 



a nn i-r» aa c act act'tgt eta aaa ctg ate tea tea tct ttt ccc caa 
ace tea aac act acu L.yi_ ^ cor cor <3er Phe Pro Gin 

Thr Ser Asn Thr Thr Cys Leu Lys Leu lie Ser Ser Ser Phe Fr^ 

*+n art cct ttt ell eta ttt ccc ttc cca gtg aat gee aga tct cac 325 
Til Leu Pro Phe Leu Leu Phe Pro Phe Pro Val Asn Ala Arg Ser His 

-10 " 5 350 

tya gtt get caa act aaa age ccg a 

Xaa Val Ala Gin Thr Lys Ser Pro 
5 10 



404 



<210> 573 
<211> 201 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 10 . .201 

<221> sigjpeptide 
<222> 10. .132 
<223> score 5 

seq RLLLILSGCLVYG/TA 



ml 5 Z 5 a £ « k « r e ? s s s s 51 

f III 5 S 55 2 5 S SS K S 5 S - 5 £ " 

HI - 2 0 " 

* ate etc tec ggc tgc ttg gtc tac ggc aca get gaa act gat 147 
U L«» S "« Leu sir lly c?= M u v,l Tyr aly Thr Ala Glu «r Asp 

10 " 5 _ „ aa a ,n raf acc 195 



£ is fa! tt 2 £ = S 2 S S 3S E 5 ? E 



n c 20 
10 15 



fl a 9 c ctc 
"pi Ser Leu 

^ <210> 574 



<211> 236 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 60. -236 

<221> sig_peptide 
<222> 60. .101 
<223> score 5.4 

seq FLSLSPLYSPCPC/DY 



201 



lilirsi€Si s is sirs - 



5 



405 



■as 

m 



S3 S 



S £ £ £ £ « 2 £ 5 £ 5 5 £ E S S 203 

236 

ctt aag ttc ttg ctg tgt ccc tat aga cga ggg 
Leu Lys Phe Leu Leu Cys Pro Tyr Arg Arg Gly 



35 40 

<210> 575 
<211> 351 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 28. -351 

<221> sig_peptide 
<222> 28. .87 
<223> score 6.8 

seq GLLWMLFVSELRA/AT 



5 £ 2 E S £ E K E E E £ E f = - 

25 ^ *- 

,w 33a acc ctq qca tgc aca gag agg cct 

S 5 E E - £ £ £ £ £ ^ * 6 - «» »> « 

45 



102 



iZltZ* „ « -0 « JJ, etc t» « 

£ £ £ £ £ £ £ £ £ £ E £ £ £ £ £ 
H E £ £ E £ £ S S £ £ £ £ £ £ S 150 

10 15 + m r* a ata 198 



40 - r,tr raa atq qqq agg ate ata eta gaa gac 294 

£ £ £ £ £ £ £ £ £ E ^ .1. - -p 

«= St , t -t g f «. Sj C.C gt. Z £ gt= »= =« ca, gtg 3« 

Tyr His Asp His Gly Leu Leu Arg Val Arg wet ^ 

TC 80 

70 75 351 

vaa gat tct 
Xaa Asp Ser 

<210> 576 
<211> 314 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 



406 





<222> 86 . .313 

<221> sigjpeptide 
<222> 86. .160 
<223> score 3.5 

seq IFLGKSLFSLLEA/MI 



gagtgtcctg gg t g tc, g cc agaac atg tct ttc aac =tg ^ ^ ^ ^ 

S 2 £ S £ £ 5 S £ = £ ? ^ £ S S 160 

2 £ ~ K s s i - s a - e s e ffi s 203 

S fa! E E E % E 5 £ 5 = S S £ E E " 6 

2 s £ E 5 £ 5 £ S £ S £ 5 5 £ £ 304 

35 40 314 
aag gag ggg a 
Lys Glu Gly 
50 



<210> 577 
<211> 407 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 17. .406 

<221> sigjpeptide 
<222> 17. .79 
<223> score 5.1 

seq PLLLLLPLLNVEP/SG 



a^g- -agcg « g £ «. «. «, £ ~ - - - £ 

2 £ £ 2 2 £ !2 a £ £ EE £ 2 £ £ 
S £ £ £ £ tl £ £ S £ 5 £ £ £ £ £ 



52 



407 



•=ar 



„„, ,™, »k. aaa tea gca gag etc ccc aag ttg ggg gee cca tec 196 

S si* 2? *»* 2 "° " eu Lys i? 01y " a Pr ° 

30 

2 k s e 2 e 2 s 2 2 s 2 s s s « 244 
s - 2 s* e e s 2 s 2 2 2 2 2 2 2 292 

2 E 2 E 2 5 2 2 - S S 2 2 2 S S 340 
2 E 2 E E 2 E 2 5 2 E E 2 2 £ E 3aa 

90 95 407 

aag cct eta get cct tec a 
Lys Pro Leu Ala Pro Ser 



.#% <210> 578 

%f 3 



<211> 356 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
Q <222> 17. .355 

^ <221> sigjpeptide 
J{ <222> 17. .70 

<223> score 10.4 
^ seq LLQWLLLLLPTLC/GP 



ag^gcaga ggtgcc atg get gag tea e.c ctg ctg cag tgg ctg ctg ctg 52 

2 2 S E 2 5 5 EE £ S E S E E E 
E 2 E 3S E E E 2 S 2 2 5 E S 2 S 
E E 2 2 1 S E 2 5 £ 5 2 E E 2 3 
E £ 2 5 S 2 2 2 S S 2 2 2 E £ 2 
E S 2 2 2 2 E 2 2 2 £ 2 2 2 2 2 

agg aag tte ctg gag cag gag tgc aac gtc etc cce ttg aag etg etc 



100 



408 



Arg Lys Phe Leu Glu Gin Glu Cys Asn Val Leu Pro Leu Lys Leu Leu 
75 80 85 

atg ccc cag tgc acc a 
Met Pro Gin Cys Thr 
95 



356 



<210> 579 
<211> 314 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 111. .314 



<221> sig_peptide 
<222> 111. .236 
<223> score 7.2 

seq ILFSLSFLLVIIT/FP 



2«~ 22=2 2=32 =SS 2SK Sir " 6 

2 5 S3 2 2 S S 5 £ S 2 K 2 - S S 164 

5 2 2 2 s £ ss s s s s s 2 2 2 2 21: 

2 2 2 2 i £ £ S 2 2 £ 2 £ 2 2 3! 26< 
2 2 £ £ 2 2 2 K 5 2 2 2 2 S 2 5 



10 15 314 



cga cat 
Arg His 
25 



<210> 580 
<211> 369 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 147. .368 



<221> sig_peptide 
<222> 147. .269 
<223> score 3.5 

seq QLLGCLQCCWLQS/GR 



409 





Illicit a gtta tct g a tctgaaggaa gatg^gtgtg j^tjttt. Stgatgtttt 
ccgatgacgg tgattccccc taaatctacg Jattaaat k «^ acc aaa act 
tcacccctaa taatatagtt tactga atg ttt tat gt. get aj ^ ^ ^ 



-40 " 35 



cac aaa agg ate aga age etc tgt aac ate eae eat ggt ttg ttc eag 
His Lys Arg He Arg Ser Leu Cys Asn lie Hxs His Gly 

ttt aet eag eag ete etg ggc tgt ctt cag tgc tgt tgg ctg caa tc. 
Phe Thr Gin Gin Leu Leu Gly Cys Leu Gin Cys Cys irp 

- 10 

" 15 <- t-*t- tac ctt qtg gag agt att gaa aag tea 

Z £ 2 s - s £ ~ ™ ! 0 ser Ile Glu » ser 

g ca cat gf tct U. tta n g t act tat 1 t caa act «, act eje ata 

Ala His Gly Ser Val Leu Xaa Tnr iyr ^ 



*n 99C a 



Gly 



<210> 581 
<211> 304 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 



<222> 84. .302 

<221> sig_peptide 
<222> 84. .173 
<223> score 5.8 

seq KLLFVLFLRQCLT/LL 



ca^t", aa.a.aaatt ctt.tttcca g attca,taa ccccataa.a atct.c.ttc 
acttccttcc ccaa.ctttc cct at. gac £, *. rca ^ ^ ^ ^ 

E 2 5 £ = S 22 2 2 2 S2 2 2 5 
H - £ £ 2 2 S S 2 H 5 2 S 5 - = 
S S 2 2 2 5 2 2 5 2 = 2 2 2 K 2 
K 2 2 S K 5 2 2 2 3 E £ 2 2 5 t9 



60 
120 
173 



221 



20 25 " " 369 



60 
113 



161 



410 




35 40 
30 " ib 



<210> 582 
<211> 271 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 35. .271 

<221> sigjpeptide 
<222> 35. .82 
<223> score 14.8 

seq SLPLLLLLLGAWA/IP 



55 
-10 



^ct'L ctt g =t g a,c tgg c tC ct gg 95 cc at g « «g tea »j =0. ct g 

-15 " 10 

2 2 2 2 2 S K £ E S £ 5 5 £ 5 5 " 

5 S 2 £ £ K £ K £ £ £ £ 5 £ £ £ 151 
- 2 E £ £ £ £ £ £ 5 - 5 K Z 5 E 

2 £ S £ S £ £ £ £ £ ~ - s = = 5 2 " 

40 45 50 271 

ccc ctt etc aag cca gec ccc acc 
Pro Leu Leu Lys Pro Ala Pro Thr 
60 

<210> 583 
<211> 290 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 128. .289 

<221> sigjpeptide 
<222> 128. .274 
<223> score 8.5 

seq IVFLLLRVSPCLG/PS 

<400> 583 . apft .. r . a aataaqqqtt attaacagaa 60 

agatatcact gtcttgtttt cacttagatc ctacttacaa agtgaggg 



411 



Ul 




0 



t aaa g cc«c ctttaaa g ct "at.ataat c.tattt.tt 

tta " 9t s si £ £ - ;s s s £ £ - «. 



-45 " 40 



1 5 



<210> 584 
<211> 317 
<212> DNA 

<213> Homo sapiens 



,p £ <220> 



<221> CDS 
<222> 160. .315 

<221> sig_j>eptide 
<222> 160. .228 
<223> score 3.7 

seq TNLLCLTFQRCQS/YN 



S£ M s= i= 

tccagctaaa tttgaatgcc aggttgacac taatcatgg atg ctt tec cag a^ 



-20 



120 
169 



217 



5 2 £ 5= £ £ 2 £ £ S £ H £ £ £ £ 

S K £ S K £ £ £ £ £ £ £ 5 £ £ £ 265 

-15 " 10 290 

tgc ctt ggc ccc tec cab aag ccc c 
Cys Leu Gly Pro Ser Xaa Lys Pro 



222 



2 a 2 £ £ £ £ £ £ £ £ £ £ £ £ £ 

_1 ! ^t-o aat- att ttt qaa get aca tat atg acg act 270 
cag agt tac aat tgg ctg aat att ttt gaa g ^ 
Gin Ser Tyr Asn Trp Leu Asn lie Phe Glu Ala Thr iyr 

rtc tte att tea gta att aam aca aat ttt tta aaa aga tac etc et 317 
Leu Phe Til Ser Sal He Xaa Thr Asn Phe Leu Lys Arg Tyr Leu 



15 

<210> 585 
<211> 252 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 45. .251 



20 25 



412 



<221> sig_peptide 
<222> 45.-89 
<223> score 3.6 

seq WEASSSVRLASS/EV 



g ca 9 ct g ttt c gg ta,c t9 = ttt^tccc gg «=cc g ca gUgg at g ctj g*g £3 



-15 



age 
Ser 



56 



104 



g a g g ct tct tec tc at, egg =t» 9 =a agt to, g a g gg act toe tgg 

Glu Ala Ser Ser Ser Val Arg Leu Ala Ser Ser biu v 

2 £ 2 S £ £ £ S £ £ £ S S 2 £ £ 152 

K S 2 2 3 £ £ £ S = - - - 2 s s 
S K 2 K 2 2 2 C 5 £ 5 £ ~ - = S 



40 45 252 



<210> 586 
<211> 196 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 31. .195 



<221> sig_peptide 
<222> 31. .135 
<223> score 5.4 

seq LVWCYLSWRVSS/RS 



gttagtt g at atg £ ctt aa g ,.t ctg «= Jet 

-35 - 30 
. 33 f +-ta ctq aaq aaa cat gtt ttg gtt 

SS ST, 2 S £ £ £ £ - - ^ val " u val 

— 2 0 

S £ i £ £ 2 3 3 fa! 2 2 3 £ 3 £ 2 
2 S 2 2 S £ 2 £ £ £ £ £ £ = K ' 



10 15 



413 





<210> 587 
<211> 276 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 56. .274 

<221> sig_peptide 
<222> 56. .127 
<223> score 5.3 

seq LFHLLFLPHYIET/FK 



:"«c«L t g ccttac 9 c tcatcct g a 9 gtccaccttg gtctcta.a, acacc atg 

gj £ 2 E £ S £ £ E = = S = = = ~ 

£ £ £ i s s= £ £ £ £ a ? - s * 

£ S £ £ E £ £ £ S = ? - » = ~ 5 
£ 5 £ £ E £ £ S E £ £ £ £ 2 S S 



30 35 276 



teg act tgt aat tgt ttc tgc tac ct 
Ser Thr Cys Asn Cys Phe Cys Tyr 
45 

<210> 588 
<211> 273 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 106. .273 

<221> sigjeptide 
<222> 106 . . 156 
<223> score 3.8 

seq TVLSGCASRGTTG/LP 



gaaaJtcaga c gtttg catc ctttctggcc taaaaatcaa f^^^l - 
?gtgaactgt cacctgtcag tgcctcccat cctgtccagg ccttg atg g^g ^ ^ 



-15 



414 



£ £ 2 £ 5 £ E E 5 £ £ £ S 2 £ £ 165 
S S £ £ S £ 2 5 £ S 5 2 S £ 5 £ 2 " 

10 

£ 2 £ H IS £ £ £ 2 £ £ £ £ = « j? 

20 25 273 

ate cac cac aac 
lie His His Asn 



<210> 589 
<211> 197 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 19. .195 

<221> sigjpeptide 
<222> 19. .96 
<223> score 8.7 

seq LLLLDVPTAAVQA/SP 



£°«- «***» S S 2 £ £ 2 2 2 £ 2 £ 
2 2 2 2 2 2 £ £ £ £ S S £ £ a £ 

10 ~ ^ 

£ 2 s 5 2 C £ £ S £ 5 £ £ £ £ £ 

5 10 13 

„ a .»f eta tac ctq egg ggg ccc ctg aag aag tec aat gca 

2 £ S £ 2 £ -2 £ " "° Le » LyB r ser * sn Ala 



99 



9 c 30 
20 " 197 



ca 



<210> 590 
<211> 291 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 20. .289 

<221> sigjpeptide 
<222> 20. .70 
<223> score 5.5 



415 



seq LHLPALSSSCLWT/FP 

52 



™ - SS SJ £ 2 2 2 2 £ 2 52 

s 2 3: 2 3 £ 2 ss £ 5 s ss 2 5 
- £ 2 2 2 s 2 £ 2 - s s 2 2 s 2 

2 S E S I 2 5 £ 2 5 2 5 2 E £ 2 
2 2 E 2 2 £ 2 2 S £ S S S 5 2 2 

a 3 2 s ss a 2 5 £ 5 s 5 s E 2 - 



100 



<210> 591 
<211> 328 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 114. .326 

<221> sig_peptide 
<222> 114. .236 
<223> score 3.9 

seq CRCLITLPRSCRP/ST 



<400> 591 ^-.^,^4- a ahrt-t-i-rtca ataqaqaagt 60 

2122 SSSS SEES ESSS 22-~ «' 2 - 
S 5 2 2 2 2 2 £ £ 2 1 5 S = E 2 
?„ S £ 2 5 2 = 2 2 2 2 2 S 2 2 £ 
£ 2 2 S 2 2 3 2 2 £ 2 2 2 S 2 E 
S S S 2 2 2 S 2 2 2 2 2 5 S £ 2 



164 



10 



416 





iU 



328 

tgc age acc aca gec acc at 
Cys Ser Thr Thr Ala Thr 



25 30 



<210> 592 
<211> 218 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 2. .217 

<221> sigjpeptide 
<222> 2. .85 
<223> score 8 

seq IVFCFVFLRQSLA/LS 



£ S £ £ £ S 3 S £ £ £ C ~ - £ 
£ £ 5 ££ £ £ 5 = £ £ £ ? = "° = 
£ S i E 5 H £ £ £ £ £ £ £ = « i° 

10 

£ £ £ £ £ £ £ £ £ £ £ £ = - 5 - 



25 30 218 



agg tgc ccc acc atg ccc gac tgt t 
Arg Cys Pro Thr Met Pro Asp Cys 
40 

<210> 593 
<211> 224 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 32. .223 

<221> sigjpeptide 
<222> 32. .76 
<223> score 6.7 

seq LFVLFLFLFFSFL/FF 



<400> 593 tt ttt qtc tta ttt 52 

tgcccagcct agattttttg cccattttta a atg aga tta ttt g^ ^ ^ 



417 



-15 " 10 



rag 



<221> CDS 
<222> 70. .240 

<221> sigjpeptide 
<222> 70. .129 
<223> score 4.4 

seq LHLLGSSDSXCXS/LP 



£ lie £ IT, ils Si « L» His Leu Leu Gly ser Ser 

s s £ b a = £ =s = ? s - s s 5 

S 2 S £ E £ £ S3 £ £ £ 52 £ 5 £ £ 



100 



£ £ £ £ £ £ £ = - - 2 « ? * = K 
2 S S S £ K 5 £ fe £ £ £ £ £ 5 5 
s S £ £ 3S £ 5 £ £ £ £ 5= K = S £ 196 

25 30 224 

get gcg act ata ggc acc cgc cac cac a 
Ala Ala Thr He Gly Thr Arg His His 
45 

<210> 594 
<211> 241 
<212> DNA 
<213> Homo sapiens 

% <220> 



ffi llZZt* caattttata taatt g aaat ^"^ct^c «ggc^ « 
l« tgcaatggc atg ate tog get cac cac aa etc cac ctt ctg gg ^ ^ 



15 20 " 241 



tat gtt ggt cag get ggt etc gaa etc ccg acc a 
Tyr Val Gly Gin Ala Gly Leu Glu Leu Pro Thr 



30 35 



<210> 595 
<211> 233 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 51. .233 

<221> sigjpeptide 



418 



<222> 51. .131 
<223> score 5.9 

seq ITLFICFFETGSC/SV 



^caga.ttc ctgtatgttc aaaact.tcg tttgtagcct ttgtgtgtga jjtg atg 

K 5 £ £ £ 5 £ £ £ S S £ £ £ £ £ 
£ * S £ K £ 35 £ £ £ £ £ = £ - « 
a 3 £ £ £ £ £ = 5 £ £ £ 3 S £ £ 



10 13 233 



tat cct ccc acc tta gcc tec caa cag gtg cgc 
Tyr Pro Pro Thr Leu Ala Ser Gin Gin Val Arg 



25 30 



^ <210> 596 

f: <211> 314 

W <212> DNA 

~J3 <213> Homo sapiens 

%fj <220> 

7 <221> CDS 

m <222> 159. .314 

LH <221> sig_peptide 

^ <222> 159. .215 

4 s <223> score 7 

O seq STWLQVLTQATS/QD 



^acgccarac atggcgtgtt cctagaagcc getttegg ^ 
gtctggcakc gtggggagag ggamcaaccg -gccacttc ^gttgggaa gtggg g gg ^ 
ganrgceggg caattcccga ccgaaccaaa eggtttec atg gat etc ^ ^ 



-15 



^ ntt att ctt caq gtg tta aca cag gcc acc agt cag gat act 
Ser Thr Val Val Leu £S Val Leu Thr Gin Ala Thr Ser Gin Asp Thr 
- 10 "5 
- ♦-«-„ aaa cca act gag gag cag ttg aag cag tgg gag aca cag 
K S3 £ £ £ £ SxS to Ota L« Lya «. Trp 01« Thr 01. 

5 10 15 

cca ggw ttc tat tea gtg ttg ctg aat att ttc acc aac cac 

Pro Gly Phe Tyr Ser Val Leu Leu Asn lie Phe Thr Asn His 
20 25 

<210> 597 
<211> 325 



224 



419 





its s 



3* 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 133. .324 

<221> sig_peptide 
<222> 133. .189 
<223> score 7.9 

seq LLLALLLPGGDNA/DA 



. 3 c g9 ct,at g9gg aa9att g « 9g ta g aa gg .a g tc. g a ata„ gg tac « 
a 9 , gg gataa g ttt g ctaa g a.=a g a g .t= •9=«£*9* ttttc 9 9 ^ ^ ^ m 
C ct g caa,t9 ac at 9 et, ttt ct g eg ttt ct, ^ ^ ^ Mu Le „ Leu 



Met 

-15 10 



cca ggt ggt gac aat gca gac gca tec cag gaa cac gtc tec ttc eat 
Pro Gly Gly Asp Asn Ala Asp Ala Ser Gin Glu His vax ^ 

ti s s s 2 £ £ s 2 2 2 s s s £ 2 

5 2 5 S 2 E 2 = 2 = = - - 5 2 E 



219 



30 35 325 



tea gac act g 
Ser Asp Thr 
45 

<210> 598 
<211> 232 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 50. .232 

<221> sigjpeptide 
<222> 50. .97 
<223> score 3.5 

seq LQALIiWALHSHP/AE 



; 4 ta«4 g ca ^ aaa 9tttg ct 9 ,ttt 9g t 9 t c t a g cct g9 at g cet m 

2 2 K 2 £ S !2 H 2 S E £ 2 E ES 



106 



-10 - 5 



420 



gac ctg ttg gac 
Asp Leu Leu Asp 
5 

agg ctg gag tgc 
Arg Leu Glu Cys 
20 

cca gat att gtt 
Pro Asp He Val 



tgg ate ttc teg 
Trp He Phe Ser 
10 

agt ggc aca ate 
Ser Gly Thr He 
25 

ttg tat tta ccc 
Leu Tyr Leu Pro 
40 



gga egg agt etc 
Gly Arg Ser Leu 
15 

teg get cac tgc 
Ser Ala His Cys 
30 

atg cgt 
Met Arg 
45 



act ctg teg ccc 
Thr Leu Ser Pro 

aag etc cgc etc 
Lys Leu Arg Leu 
35 



<210> 599 
<211> 394 
<212> DNA 
<213> Homo sapiens 



■=3T 



<220> 
<221> CDS 
<222> 122. .394 

<22l> sig_peptide 
<222> 122. .268 
<223> score 6.4 

seq AVSFAPLIQPCHS/ES 



S£ « = 5»SS5S5 si 

' £ Z a - - £ - SJ £ S tl - - J. ^ 



-45 " 40 



S 5! 2 S 5 a S S = S a S S S B S 

£ a S 2 S S £ a a a 2 a a a 5 a 265 

a a i a a a a 2 s a 2 a a e a a 313 

c 1 U 

1 arr att aaa 361 



a s a a a a a a a a a a a a a a 



20 25 



aag att att cat cag gaa act gtg age aaa aac 
Lys lie lie His Gin Glu Thr Val Ser Lys Asn 
35 40 



394 



<210> 600 
<211> 232 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 



421 



<222> 64. .231 

<221> sig_peptide 
<222> 64. .171 
<223> score 4.6 

seq TLLLWCFSALLPT/IV 



Me? Asp Lys Phe Asn Val Thr Lys Pro Val Glu Tyr Leu Asa Asn 

ccc ate ate acc cag ttc ttc ccc acc ctg ctg ctg tgg tgc ttc teg 
Pro lie lie Thr Gin Phe Phe Pro Thr Leu Leu Leu Trp Cys Phe 



E 2 2 2 S S i £ £ 2 S 2 2 E E S 204 



-5 1 I 232 

tgg aca cgc tct ggg gag aac agg acc t 
Trp Thr Arg Ser Gly Glu Asn Arg Thr 
15 20 

<210> 601 
<211> 278 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 56. .277 

<221> sig_peptide 
<222> 56. .184 
<223> score 3 .5 

seq QHWLLGGFPRTLG/QA 



a gg «cc ggg =t g ga. g cct «c 3g a g t g e t g c«==a g = caa g a. g tt g g t g a g at g 58 

E 2 2 2 S E 2 2 2 2 2 2 5 2 2 E 

S 5 2 2 2 2 S 2 S 2 S 5 5 2 2 5 154 

2 2 S S 2 2 5 £ 2 S 2 E E E 2 2 202 

2 £ 5 2 2 5 2 2 £ 2 2 2 S 2 2 E 250 

10 15 278 
aca ctt aaa gat cgt etc age cgc cag a 



106 



422 





Thr Leu Lys Asp Arg Leu Ser Arg Gin 
25 30 



<210> 602 
<211> 206 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 9. .206 

<221> sig_peptide 
<222> 9. .143 
<223> score 3.6 

seq ALLELIDSPECLS/KC 



<400> 602 aa ttq qaa rtg tta 

s s s £ £ ss £ £ s £ -| - - 
s £ ss £ s s £ £ £ s e s s S K 

H i E £ S E 5 S 5 £ E E 5 E E £ 

10 

| s £ £ E E E 5 E £ £ £ E f = £ 



5 10 206 



gca gca acc gkv 
Ala Ala Thr Xaa 
20 

<210> 603 
<211> 205 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 24. .203 

<221> sig_peptide 
<222> 24. .110 
<223> score 7.6 

seq PTLAI ALAANAWA/ FV 



<400> 603 ac aaq cag cac aac 53 

ccatatgggt ggtgtggatc gtc atg tat act tac ggc aac a^g ^ ^ 

-25 " 20 



423 



Ul 



ry 



ssss s: s "» s s: s s s s: s s = '" 

e s e 2 is 2 2 s e s 2 s s 2 a s 149 

S "! £ S 2 E E 2 - 2 S 5 2 S 2 2 197 

15 20 205 

egg gac tt 
Arg Asp 
30 

<210> 604 
<211> 319 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 150. .317 



<221> sig_peptide 

^ <222> 150. .278 

S <223> score 6.1 

S5 seq SAATLASLGGTSS/RR 



2£ 2S2S 2225 5222 522 2= ~ 

£22S ^- g c £ -g gj «, „ « «j eg 

-40 

^ -.^4- nan aan aaa tct 221 



S S « E E S 2 E 2 5 S £ S 5 5 2 

S 2 S 2 S S 2 E E 2 2 E 2 2 % 35 



15 - 10 " , 17 

XJ . »-^^. at-r- aac CCC 31/ 



act tec tct egg aga ggc age gga gac ace tec ate tec ate gac ccc 
Thr Ser Ser Arg Arg Gly Ser Gly Asp Thr Ser lie Ser lie Asp 



1 * 319 



ga 



<210> 605 
<211> 284 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 65. .283 



424 



<221> sigjpeptide 
<222> 65. .172 
<223> score 5.3 

seq ALYIMCVPHSVWG/CA 



Ul 

- *T 
. ft 



^gtccagagg cctggccctg ccaagaaggc gctctccgga atcaacacct gWWCttgg 

- £S 5 2 S 5 2 3 2 5 £ S 2 S 5 
S £ 22 2 2 2 £S 2 5 S 2 5 S5 £ 
2 £ « 3 5 $ K = S S E !S 2 £ 2 £ 

s s s £ £ £ £ 5 s s 2 s - 2 2 = 



15 20 25 2 84 



cag get tgc atg tgg acg etc cga gac ccc a 
Gin Ala Cys Met Trp Thr Leu Arg Asp Pro 

35 



30 

<210> 606 
<211> 383 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 5. .382 



<221> sigjpeptide 
<222> 5. .94 
<223> score 10.6 

seq GLLCCAALSLLWA/GP 



llll'Z 6 ^ » tae aga >ga ==o etc cgt c« gca g=a tct gec atg « 
Met His Arg Tyr Arg Arg Pro Leu Arg His Ala Ala Ser Ala Met 



£ £5 2 2 5 5S E 2 2 22 3 K £ 97 



-5 



£ a 2 K S « £ 2 £ 2 2 2 2 S 2 2 

£ 5 2 E 2 S 2 2 5 K 2 S 2 2 S K 153 

25 

tac ata tec tgg tat cga caa gac cca ggc atg ggg ctg agg ctg att 241 
Tyr Me? Ser Trp Tyr Arg Gin Asp Pro Gly Met Gly Leu Arg Leu lie 



425 



35 

cat tac tea gtt 
His Tyr Ser Val 
50 

ggc tac aat gtc 
Gly Tyr Asn Val 

ctg teg get get 
Leu Ser Ala Ala 
85 



40 

ggt get ggt ate 
Gly Ala Gly He 
55 

tec aga tea acc 
Ser Arg Ser Thr 
70 

ccc tec cag aca 
Pro Ser Gin Thr 



45 

act gac caa gga 
Thr Asp Gin Gly 
60 

aca gag gat ttc 
Thr Glu Asp Phe 
75 

tct gtg tac ttc 
Ser Val Tyr Phe 
90 



gaa gtc ccc aat 
Glu Val Pro Asn 
65 

ccg etc agg ctg 
Pro Leu Arg Leu 
80 

tgt gee age a 
Cys Ala Ser 
95 



<210> 607 
<211> 392 
<212> DNA 
<213> Homo sapiens 



=3 = 



<220> 
<221> CDS 
<222> 3. .392 

<221> sig_peptide 
<222> 3. .146 
<223> score 5.7 

seq LLLFFGKLLWGG/VG 



tc°a^ 6 atc gec ate tac ggg aag aat ttc tgt gtc tea gec aaa aat 
tC 2? fie III lie Tyr Sy Lys Asn Phe Cys Val Ser Ma Lys Asn 
- _ 45 -40 - Jb 

„™ t-tr ata eta etc atg cga aac att gtc agg gtg gtc gtc ctg gac 
K Phe Me? Leu Leu Me? Arg Asn lie Va! Arg Val Val Val Leu Asp 

" 30 t i j r*i-rt ntn ate aaa 143 



£ 2 S 2 2 2 2 £ £ S 2 2 2 2 2 5 

10 ~ 

5 S i 2 2 2 2 2 2 2 2 S S S 2 5 191 
2 S 2 2 2 2 2 2 2 2 2 2 2 2 2 2 239 

20 . 25 rtr. 287 



S 2 2 2 2 2 5 K 2 2 £ K 2 5 2 2 
2 2 2 5 2 2 2 2 2 2 2 2 2 2 2 S 

55 

S 2 £ 2 2 2 2 2 3 2 E 2 2 £ 2 £ 



70 75 

65 70 392 



gag ctt eta 
Glu Leu Leu 
80 
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=3 : 



<210> 608 
<211> 245 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 18. .245 



<22l> sig_j>eptide 
<222> 18. .86 
<223> score 6.2 

seq PLPLLLLLQPGLP/LF 



™» ~- 2 S 2 a S £ £ £ S 2 5 

-20 -15 
C aa cct qqt etc ccc etc ttc tct gcc 
2 2 £ £ ^ 2 £ 2 2 Sy - P~ .eu - Ser «. 

_1 ° - „*-r. i-nr* 3 rf aaa mta cat was maa mca agg gta gtt 
2 £ 2 S 2 £ £ 25 xaa His xaa Xaa xaa «, v.1 v.1 

10 

b SS 2 2 S £ 2 S 2 = - S = 5, 2 2 
£ 5, 2 = 2 2 £ 2 2 2 K 2 2 5 2 S 



50 
98 



40 45 245 



ccc 
Pro 



<210> 609 
<211> 336 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 100. .336 

<221> sig_peptide 
<222> 100. .156 
<223> score 9.9 

seq ILFLVFLLAGLRS/KA 



SS SS22 2325 !SS?£££ ST 



60 
114 



427 




-15 



S £ S E E E E E 2 5 S E - E H E 306 

35 40 45 336 

tec aag eta cct cat acg gtt tec ctg gaa 
Ser Lys Leu Pro His Thr Val Ser Leu Glu 



30 



55 60 



<210> 610 
p <211> 373 
ff| <212> DNA 
~ <213> Homo sapiens 



162 



S E £ 52 £ £ 2 £ E K 5 2 S E 2 E 
E 2 2 K E 2 £ 2 5 5 5 - 2 E 2 K 210 
S 2 b S £ £ £ 2 2 S E £ E £ £ £ ~ 



! " s <220> 

^ <221> CDS 

€1 <222> 109. .372 

%p <221> sig_peptide 

s <222> 109. .153 

f 3 * <223> score 7.5 

21 seq AVLLALLMAGLAL/QP 

!U 

j" <400> 610 4 .„„v„t- h „ ar tataaacaqt ccagcctctc cccatttgag 60 

S SSS2 SEES SSUE Si= ~< «■ »■ £ - 

-15 

gtg ctg ctt gec ctg ttg atg gca ggc ttg gec ctg cag cca ggc act 

va! Leu Leu Ala Leu Leu Met Ala Gly Leu Ala Leu Gin Pro Gly 

- 5 

E 2 2 £ £ £ S £ £ = ? = = = = 5 2 " 
2 2 2 S £ £ £ 2 2 5 S 2 £ 55 £ 2 261 

s £ £ s £ K £ £ «? - s = - 5 * s 308 

tta aac tqc gtg gat sac tea cag gac tac tac gtg ggc aag aag aac 357 
Leu A^n Cys tl Asp Xaa Ser Gin Asp Tyr Tyr Val Gly Lys Lys Asn 

55 60 373 

ate acg tgc tgt gac a 
He Thr Cys Cys Asp 



428 



70 

<210> 611 
<211> 459 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 74 . .457 

<221> sig_peptide 
<222> 74. .157 
<223> score 9.5 

seq LVXFSLLATAILG/AV 



„ Zllctll ttaaat g .ct ^J-^ "-f «" £ 



%3 i 
Sass 



ate qtt ttg cca ttg gaa tec atg get cat ggg etc ttc cat gaa ttg 
S lie val leu Pro Leu Glu Ser Met Ala His Qly Leu Phe His Glu Leu 

IU on 25 iU 



157 



ccataccaaa icadduya^L 

.« jj. tec aaa „ at, cj. »t £ g= ttj « 

2 K 2 2 S 2 2 2 2 2 E S S S 2 5 

oca qtt tec tgg cag cca aca aat gga att ttc ttg age atg ttt eta 205 

III Val Ser Gin Pro Thr Asn Gly He Phe Leu Ser Met Phe Leu 

5 10 13 

1 . rah aaa tta 253 



301 



ggt aac tgt tta gga gga aca tct gtt gga tat get att gtg att ccc 
Gly Asn Cys Leu Gly Gly Thr Ser Val Gly Tyr Ala lie Val He Pro 

acc aac ttc tgc agt cct gat ggt cag cca aca ctg ctt ccc cca gaa 349 
Sr Hn Phe cjs Ser Pro Asp Gly Gin Pro Thr Leu Leu Pro Pro Glu 

cat gta cag gag tta aat ttg agg tct act ggc atg etc aat get ate 3 97 

S vll Gin 111 Leu Asn Leu Arg Ser Thr Gly Met Leu Asn Ala lie 

caa aaa ttt ttt gca tat eat atg att gag acc tat gga tgt gac tat 445 
Oln Sg p"e Phe Ala Tyr His Met lie Glu Thr Tyr Gly Cys Asp Tyr 

85 90 95 

tec aca agt gga ct 
Ser Thr Ser Gly 
100 

<210> 612 
<211> 213 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 



459 



429 





<222> 35. .211 

<221> sig_peptide 
<222> 35. .166 
<223> score 3.7 

seq LAERLGLFEELWA/AQ 



IZ'^ a tg ta gg cac t ggtg t g » g ^ «9 9== £ £ £ ™ « * 

-40 

s s 2 s 2 s s 2 = e s s 2 e 2 s 103 

is s ?i s s 2 s 5 s s a s 2 s 2 2 151 

S £ 2 3 E S i S 5 2 K 2 2 E 2 159 

-5 1 5 213 

aag gaa ccc cag ac 
Lys Glu Pro Gin 
15 



<210> 613 
<211> 334 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 136. .333 

<221> sig_j>eptide 
<222> 136. .222 
<223> score 13 

seq LLLVLLLVTRXRS / MP 



SS =2S S255 2S2S SSK35E 

— S * s £ - Z 2 S 2 2 Sy 

-25 " 20 



2 2 2 2 2 2 2 S 2 2 2 S 2 5 2 3 

ir -10 ^ . 

S 2 £ K 2 2 2 S E 2 2 2 2 3 E 2 
2 E 2 2 S 2 2 2 E S 2 2 S 5 2 2 



60 
120 
171 



219 
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25 30 
20 Zb 334 

ccc ggg acc gca ttt ctg c 

Pro Gly Thr Ala Phe Leu 

35 

<210> 614 
<211> 307 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 43. .306 

<221> sig_peptide 
<222> 43 . .186 
<223> score 5.4 

seq ILLEVFVWNGLQG/LP 



as^ttcct g ccaa g , g aa ca.t gC c g a g aa.c. g a g = g a, at g ttt cca aat 

2 2 5 2 2 2 5 5 2 2 2 s s 2 = s 

2 2 2 2 2 S S S K fa! 2 III E £ 2 £ 

£ 2 E i 2 s s £ i £ 2 S £ 2 2 s 

2 2 2 S £ 5 2 2 2 2 2 5 2 2 S 5 
2 S S 2 2 2 2 K 2 K 2 2 2 2 2 2 



54 



25 30 307 



gaa tea ccg cca c 
Glu Ser Pro Pro 
40 

<210> 615 
<211> 344 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 133. .342 

<221> sigjpeptide 
<222> 133 . .246 



431 





<223> score 3.6 

seq LSWLITWFGHXLS/DF 



lllllill a«tc t gc t g 0 1f S agaggctggc a = g ,aat 

tatctaccca ccacctcagg gattttatgg atcca ^" a ^= 9 cca qaq ctc cat gac 

« s 2 s n. 2 2 2 2 2 2 Lp 

-35 " 30 



._fs uud yuu «v-w - -> 

TL Ala Ala Val He Val Leu Tyr Arg Glu 

y« 25 30 



<210> 616 
<211> 390 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 83 . .388 



<221> sig_peptide 
<222> 83 . .142 
<223> score 3.9 

seq FLAPSSGVQPTLA/MP 



factgaaaga gtaatacage ctcatggggg tggatcga.t f .«=agca 

tc^aagat g t acc tt acg tc «J £ £ £ * £ * £ £ & 

s s 2 s a = £ £ 2 K 2 22 £ E s 

1 2 2 2 2 2 2 2 5 2 £ S £ K 2 £ 

10 

2 2 2 2 2 2 £ 2 2 2 2 2 2 2 S 5 
= 2 2 2 2 5 S 5 2 2 2 2 2 2 2 2 



60 
120 
171 



219 



2 2 2 2 S 2 2 5 2 £ £ 2 2 2 5 2 

1 s s £ 2 £ 2 2 2 2 £ S £ 2 - 21 2 " 

2 2 2 2 2 2 2 2 2 2 2 2 2 £ 2 £ " 5 

10 15 344 
gca gcc gtg att gtg ttg tat cgc gag ca 



60 

112 
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- 5 * 



45 50 -5 = 9 

" .. _ -„„ ->^a hr-t- tec 352 



s s H s £ s £ £ - £ £ £ s s £ £ 

60 

acc aqa gtt acc aag cat age act gta cag cat tct ta 
Thr Arg ?.l Thr Lys His Ser Thr Val Gin Hi. Ser 

75 80 



<210> 617 
<211> 233 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 46. .231 

<221> sigjpeptide 

m <222> 46. .180 

^ <223> score 3.9 

^ S eq SLLTESSASRVHA/IX 



<400> 617 a ^ttctaat ttgaccctaa aatct atg tgt ttt aga 57 

gatttattcc tacattttct gttttctaat ctga ^ ^ ^ Arg 

-45 

s s £ £ s S £ £ £ £ £ £ s = s £ 

5 i 5 s £ S i £ = 5 £ 5 £ £ £ £ 
i S £ K £ 3 £ £ S £ E £ £ £ £ £ 

IS £ £ & £ S5 S £ E £ 9C 



-5 \ . 233 

ccc 

Pre 

15 



<210> 618 
<211> 260 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 103. .258 

<221> sig_j>eptide 
<222> 103. .156 
<223> score 7.2 

seq LFFLLRI ALASWA/ LF 



433 





<210> 619 
f% <211> 326 
% <212> DNA 
'ft <213> Homo sapiens 

HI 

f* <220> 

U) <221> CDS 

<222> 72. .326 



<221> sigjpeptide 
<222> 72 . .206 
<223> score 6.7 

seq PMLGLAAFRWIWS/RE 



ate tea gam aat egg cgt get gtc 
He Ser Xaa Asn Arg Arg Ala Val 



35 40 



60 
114 



2£ =: ws 2252 srs-s ilf 

£ 2 2 2 2 2 S S £ 2 E S S E EE 162 

S £ £ 2 £ E S 5 S £ 2 £ 2 S S 2 210 

5 £ £ £ £ ^ £ S - - - f = - " - " 

20 25 260 

gc 



?Z£c c g c g9 ac gg t gg c g tt,a gg £^*~.r£'2' lU 

gg tatatctc c «j aat aac eta aat g .t ccc cca ^ „ ^ ^ ^ 

£ £ £ 3 E S S 5 EE £ SI 5 2 £ E 158 

2 2 £ £ 2 2 5 i E E 2 £ 5 E 5 2 20( 

a i 2 £ £ £ e = s = s = = - 5 s " 

£ £ E E 2 £ £ 5 2 E E 2 £ £ E 2 



20 25 326 



<210> 620 



434 



<211> 316 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 62. .316 

<221> sigj>eptide 
<222> 62. .121 
<223> score 9.6 

seq LLALLLCGRPGRG/QT 



Met 



"l S HI 5? E. ?S »i «« "* "» Leu CyB Gly *? 

-15 " 10 ~ 5 



ss 5 s a s a 2 ? s s a s 5 s s 151 



cc, gat gac tac g.c gag g.a g.t gag gat gag gtt gu gag »= 



cac qqq cca gat gac cac yen- yciy - « i m„ rin 

Hxs 111 Pro Lp Asp Tyr Asp Glu Glu Asp Glu Asp Glu Val Glu Glu 

gag gag ace aac agg etc cct ggt ggc agg age aga gtg ctg ctg egg 
Glu Glu Thr Asn Arg Leu Pro Gly Gly Arg Ser Arg Val Leu Leu Arg 



rar tac ace tnk nag tee ctg ccc agg gac gag cgc tgc aac ctg acg 301 
Cys ^r Thr Xaa xa! Ser Leu Pro Arg Asp Glu Arg Cys Asn Leu Thr 

45 50 " 316 

cag aac tgc tea cat 
Gin Asn Cys Ser His 
65 



<210> 621 
<211> 308 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 67. .306 



<221> sigjpeptide 
<222> 67. .123 
<223> score 7.2 

seq VSIMLLLVTVSDC/AV 



laggctgagc gggaggaagc gagaggcatc taagcaggca Jtgttttgcc ttcaccccaa 60 
ataacc atg aga ggt gec acg cga gtc tea ate atg etc etc eta gca 
" Me? Arg Sly Ala Thr Arg Val Ser lie Met Leu Leu Leu Val 
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-15 " 10 
art ota tct qac tgt get gtg ate aca ggg gec tgt gag egg gat gtc 156 
Thr Va! Ser Z Cys Ala S.l He Thr Gly Ala Cys Glu Arg Asp V.l 

caq tot ggg gea ggc ace tge tgt gec ate age etg tgg ctt cga ggg 204 
Til cfs 111 Ala fly Thr Cys Cys Ala lie Sar Leu Trp Leu Arg Gly 

etg egg atg tge aec eeg etg ggg egg gaa gge gag gag tge eac ccc 252 
III Arg Met Cys Thr Pro Leu Gly Arg Glu Gly Glu Glu Cys Hxs Pro 

ggc age lie aag ate eee tte tte agg aaa ege aag cac eac ace tgt 
fly Ser His Lys lie Pro Phe Phe Arg Lys Arg Lys Hrs Hib Thr Cys 

45 50 308 

cct tge tt 
Pro Cys 
60 



<210> 622 

fn <211> 408 

J <212> DNA 

"fi <213> Homo sapiens 

<220> 

^ <221> CDS 

'*B <222> 93. .407 

u ?*: 

43 <221> sig_peptide 

3 <222> 93. .152 

f*% <223> score 10 

51 seq SLLLXLLVASGDA/DM 

IU 

IU 



•atccagcqt ctcctgggcc tag.ctcccc agctgctgtt ctctggaggg agatgetgee 
S tagged gg.tcaggag ct atg gga cca gag gec etg tea 



161 



<400> 622 . _____ — anahnrhacc 60 

113 

Met Gly Pro Glu Ala Leu Ser 
-20 - 15 
rrt tta ctq etg mtg etc ttg gtg gea agt gga gat get gac atg aag 
Ser Leu Leu lei Xaa Leu Leu Val Ala Ser Gly Asp Ala Asp Met Lys 

„ a * t-t-f- all cct qcc dvg tge cgc tat gec etg ggc atg cag gac 209 
S Si Phe Kp Pro Ala Xaa Cys Arg Tyr Ala Leu Gly Met Gin Asp 

egg acc ate cea gac agt gac ate tct get tec age tec tgg tea gat 
Arg Thr lie Pro Asp Ser Asp lie Ser Ala Ser Ser Ser Trp Ser Asp 
20 25 __ _„,. aaa aa t arm 305 



E S E E = E S 5 2 a S £ K 5 S E 
E 3 5 = = S S 35 £ E 5 S 5 « £ E 

% S 2 S 3 £ E £ S 5 £ 5 5 = £ - 401 
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7 c 80 
70 75 408 

acg gca t 

Thr Ala 

85 

<210> 623 
<211> 349 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 146. .349 

<221> sig_peptide 
<222> 146. .223 
<223> score 10 

seq FFLMLLAMGLSSA/IG 



1 S5 = =S5S= 33SS «S » S 

U ?gca?tcctg tcctttgttg aagcc atg tec ttc ctt cct ccg tct gtc ttc 
p a Met Ser Phe Leu Pro Pro ser vaj. fne 



-25 - 20 



+ m t-nt- ft-t ate ttc ttc ctg atg ttg ctg gee atg ggg ctg age age 
^ Ser Phe lie Hi pL Leu Met Leu Leu Ala Met Gly Leu Ser Ser 



220 



I e £ i S 2 = 5 S E £ S £ 2 5 S ~ ™ 

'I tct ttc ttc agg aaa cat ac, a.g ctg etc It. gtg «. £c ttt ttg 31< 



tCt ttC CUC dyy ctaa — zj — ^ - 

Ser Phe Phe Arg Lys His Thr Lys Leu Leu lie Val Gly Val Phe Leu 

20 25 30 

etc atg ttc gtg tgc ggc etc ttc ttc act cga 
Leu Met Phe Val Cys Gly Leu Phe Phe Thr Arg 
35 40 

<210> 624 
<211> 379 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 188. .379 

<221> sigjpeptide 
<222> 188. .229 
<223> score 3.7 

seq VLLARCEGHCSQA/SR 



349 



437 





■: ; 



30 



277 



cctctctctc tccctctctc tctctccctg tgtcgcttaa acaacagtcc taacttttgt 
gtgttgcaaa tataaaaggc aagccatgtg acagagggac agaagaacaa -gcatttgg 
aaqtaacagg acctctttct agctctcaga aaagtctgag aagaaaggag ccctgcgttc 
ccctaag atg gtg etc ctg gec agg tgc gag ggg cac tgc age cag gcg 
Met Val Leu Leu Ala Arg Cys Glu Gly His Cys Ser Gin Ala 
-10 " 5 
tea cgc tec gag cct ttg gtg teg nsc age act gtc etc aag caa ccc 
Ser Arg Ser Glu Pro Leu Val Ser Xaa Ser Thr Val Leu Lys Gin Pro 

tte egt tec tee tgt cac tge tgc egg eee eag act tec aag ctg aag 325 
Phe Arg Ser Ser Cys His Cys Cys Arg Pro Gin Thr Ser Lys Leu Lys 

2 0 ^ 
oca ctg egg ctg cga tgc tea ggg gge atg cga etc act gec acc tac 373 
£ III Arg Leu Arg Cys Ser Gly Gly Met Arg Leu Thr Ala Thr Tyr 
35 40 45 

egg tac 
Arg Tyr 
50 

<210> 625 
<211> 402 
<212> DNA 
<213> Homo sapiens 

<220> 
ft <221> CDS 

<222> 128 . .400 

<221> sig_peptide 
<222> 128. .190 
<223> score 9.6 

seq CLAFLCFLMHARG/QR 



217 



oaaqacatcg cctcccttcc ttccaagctg ggagaccaga agtcaacaac aggagggtgg 
agalgccggg tctcacaatc cgcttggctg gggagtccac tgaggttctt 9catcctgaa 
gcaaacc 9 2g gag age tgg tgg gga ctt ccc tgt ctt gcg ttc ctg tgt 
Met Glu Ser Trp Trp Gly Leu Pro Cys Leu Ala Phe Leu Cys 

-20 " 15 ~ 10 

ttt eta atg cac gec cga ggt caa aga gac ttt gat ttg gca gat gec 
Phe Leu Met His Ala Arg Gly Gin Arg Asp Phe Asp Leu Ala Asp Ala 

ctt gat gac cet gaa ccc ace aag aag eca aac tea gat ate tac eca 265 
Leu Asp Asp Pro Glu Pro Thr Lys Lys Pro Asn Ser Asp He Tyr Pro 

aag eca aaa eca cct tac tac eca cag ccc gag aat ccc gac age ggt 313 
Lys Pro Lys Pro Pro Tyr Tyr Pro Gin Pro Glu Asn Pro Asp Ser Gly 

35 40 



361 



gga aat aky tac eca agg eca aag eca cgc ect caa ccc cag cct gge 
lly Asn Xak Tyr Pro Arg Pro Lys Pro Arg Pro Gin Pro Gin Pro Gly 

45 50 55 

aat tec gge aac agt gga ggt wet tea atg atg tgg acc gt 



438 



Asn Ser Gly Asn Ser Gly Gly 
60 

<210> 626 
<211> 380 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 12. .380 

<221> sig_peptide 
<222> 12. .137 
<223> score 5.2 

seq ILSILMGASAITG/IM 



Xaa Ser Met Met Trp Thr 



«°™ • 2 1% £ E J2 S % S S E 2 S S2 50 

35 - 30 



HI -40 



^ far ate acc aca qgg tac gec tac act cag gga ctg agt ggt tec 
fsp Cys Til Thr tS fly Tyr La Tyr Thr Gin Gly ,eu Ser Gly Ser 



*f! -25 



98 



146 



^ ^ *n* att tta atq qga gca tea get ata act gga ata atg gga 
S Leu Sr Se Leu Ily La Ser Ala lie Thr Gly lie Met Gly 

,,r or* act ttt act tgg eta cgt cga aaa tgt ggt ttg gtt egg aca 194 
Thr fa! Ala Z Thr Trp Leu Arg Arg Lys Cys Gly Leu Val Arg Thr 

ggt ctg ate tea gga ttg gca cag ctt tec tgt ttg ate ttg tgt gtg 
Gly Leu lie Ser Gly Leu Ala Gin Leu Ser Cys Leu lie Leu Cys Val 

ate tct gta ttc atg lit gga age ccc ctg gac ttg tee gtt tct cct 290 
lie Ser Val Phe Met Pro Gly Ser Pro Leu Asp Leu Ser Val Ser Pro 

<-»-*■ aarf cat ate cqa tea agg ttc att caa gga gag tea att aca cct 
S £ £ iS ser Arg Phe lie Gin Gly olu Ser lie Thr Pro 



338 



sn 65 
" . 60 _ ^ Mfr . 380 



acc aag ata cct gan att aca act gab ata tac atg tct aat 
Thr Lys lie Pro Xaa lie Thr Thr Xaa lie Tyr Met Ser Asn 



70 75 



<210> 627 
<211> 370 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 182. .370 

<221> sig_peptide 



439 



<222> 182. .259 
<223> score 5.7 

seq AGLALGMLCLGHG/SN 



» sss s« sss s= SS iH 

agctc.caga catactgcag aagtcctgtt Sg« 3 ag,ta ggacggcctc ctggtcc g ^ 

• s & s s £ £ s a £ £ £ £ e 9 «a & ^ 

s ££ s £ 5 as £ s £ £ £ e s s 277 

ri s s £ s s s h e s a £ e s s s 325 

10 ^ ^70 

£ 5 5 £ s £ a s s a £ s - - 



25 

H= <210> 628 
U <211> 347 
=H <212> DNA 
■J% <213> Homo sapiens 

•„¥\ 

^ <220> 

^ <221> CDS 

<222> 24. .347 

iy 

W <221> sig_j>eptide 

<222> 24. .71 
p <223> score 8.5 

seq ALLLLATLAVATG/ PA 



30 



101 



IZII^ ga=g.<=. t ca gag atg agg «. gca «g ctj - =« gca aec 

£ £ S E £ 5 £ EE £ £ S ££ S 5 

£ i £ e £ s £ £ £ £ s s £ e f £ 149 

£ £ £ £ £ £ £ £ S S £ £ 5 S £ £ " 
S £ £ 5 £ S s £ I: £ £ = £ £ = = 

gge cag gte age age ggc aec age tee aee eag tgc tgc eag gag gae 293 



440 



Gly Gin Val Ser Ser Gly Thr Ser Ser Thr Gin Cys Cys Gin Glu Asp 

a i: 2 a 2 2 2 2 s s 2 £ s £ s 2 341 

75 80 8 347 

gcc caa 
Ala Gin 



<210> 629 
<211> 288 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 133 . .288 



<221> sigjpeptide 
<222> 133. .273 
<223> score 5.9 

seq TWLGLLSFQNLHC/FP 



SS 25K SSSJ 222S 2SS 22S2 

s-i-s - s - s - a s s 2 2 2 a 2 £ 



-45 - 40 



1 2 2 5 2 2 S 2 S 2 2 2 2 2 £ £ 5 
I 2 2 2 2 S £ 3 2 5 2 2 2 2 2 2 2 

^ -10 " b 



219 



-15 " 1U 288 

cat tgc ttc cca gac etc ccc 
His Cys Phe Pro Asp Leu Pro 
1 5 



<210> 630 
<211> 227 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 31. .225 



<221> sig_peptide 
<222> 31. .126 
<223> score 5.4 

seq SVFTLTLQAGLSA/IK 



441 



;r.s« -.•=.«.• »..>»•» s ~ s s :;: ;s s ss " 



.ft 



30 _25 



<221> sig_j>eptide 
<222> 183. .287 
<223> score 3.6 

seq ITSVLLLFPRAGE/FP 



S K S K £ S K £ S S3 9 3" S S S S S 
5 2 £ S 5 5 £ ? S S S - £ £ E ™ r ' 



102 



^ ^ ma eta cac cag ctg gga aac aat tct gtg ttc acc etc 
gac aac tac cga eta cac c<*y uuy 

Lp Asn Tyr Arg Leu His Gin Leu Gly Asn Asn Ser Val Pne Thr 

S 2 = K i £ £ E S S! £ £ = S - S 150 
K 5 5 £ £ - = £ £ S £ 5 5 E S £ " 8 

10 lb 227 

ctg aac aag ctg gcg cac ccc tgc cca ta 
Leu Asn Lys Leu Ala His Pro Cys Pro 
25 30 

<210> 631 
m <211> 372 
% <212> DNA 
^ <213> Homo sapiens 

Ul 

<220> 
Ul <221> CDS 
%0 <222> 183. .371 



=gt*,9ct gg a,c g c 9 cc 3g aat=t g a gg a ct ggff « t-tectett «. 

ssss sss £=ss - « ri ;r s 

" £ £ S S £ £ £ - £ S £ £ - - - 

tta'ttc ttc ggt get gtg'atc ate aca tea gtt etg ttg ett ttc ccg 275 
HI III HI Sy Ala U He lie Thr Ser Val Leu Leu Leu Phe Pro 

-20 15 3arT ah f a ha aat 323 



15 20 



<210> 632 
<211> 300 
<212> DNA 
<213> Homo sapiens 



442 



<220> 
<221> CDS 
<222> 12. .299 

<221> sigjpeptide 
<222> 12. .74 
<223> score 5.8 

seq SLLFFLLLEGGKT/EQ 



• S 5 5 S - S S £ 2 2 2 £ £ 

£ 2 £ S KB £ S S £ « S ? ~ K S 
£ £ £ £ £ £ £ 2 S S S J S £ 3 £ 
£ £ £ E £ £ 5 2 £ £ £ S £ £ £ 5 
£ £ £ m £ S £ £ E S £ £ £ £ £ £ 

£ £ £ £ £ S £ £ £ £ £ 5 - ? s * 



60 65 " 300 



cca gaa gag t 
Pro Glu Glu 



§y 75 



<210> 633 
<211> 268 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 78. .266 



<221> sig_peptide 
<222> 78. .206 
<223> score 7 

seq PWFLAPWCPGTQS/NR 



ccc«cgttc tggttctggt tctagttctg 9ttctaacaa ctcacaatcc ctttagcttt » 
ctctcccctc cctttga atg aga gaa act « «j ctt ccg -J «c ^ 

aaa gac act get ect tec tct cat'gg. gtt ggc tec gac age ccg tct 



158 



443 



Lys Asp Thr Ala 
-30 

gcc acc agg cca 
Ala Thr Arg Pro 
-15 

aac agg ate tgt 
Asn Arg He Cys 
1 

tgc etc aga ggc 
Cys Leu Arg Gly 
20 



Pro Ser Ser His 
-25 

tgg ttc ctt gcc 
Trp Phe Leu Ala 
-10 

cac cca cct etc 
His Pro Pro Leu 
5 

tt 



Gly Val Gly Ser 

cca tgg tgt cct 
Pro Trp Cys Pro 
-5 

tct tct ccc cca 
Ser Ser Pro Pro 
10 



Asp Ser Pro Ser 
-20 

ggg acc cag age 206 
Gly Thr Gin Ser 

gat caa gcg acg 254 
Asp Gin Ala Thr 
15 

268 



<210> 634 
<211> 381 
<212> DNA 
<213> Homo sapiens 



ni 



5 . s 



<220> 
<221> CDS 
<222> 99. .380 

<221> sig_peptide 
<222> 99 . .236 
<223> score 7.8 

seq LLYLSFAALGWA/LR 



«tt,c"ac »c,t,c» acacacacac agcta.t tga gt ttt.aagt aat attcttg » 
ctaatcccta ctgaattgta gcttggtgtt gtttctga atg gtt ttt gga tat „ 

-45 



164 



2 2 2 2 S £ 2 K 5 £ £ £ - 5 E 5 

1 3S 2 S 5 £ £ S £ 2 £ 2 2 £ £ £ 212 

2 K K 2 i £ £ S 2 21 £ £ E £ £ £ 260 
K H S £ £ £ S £ £ £ 5 £ 5 S £ £ 308 

^t- aaa caq eag tgg gtt cca acc cca gte tee ttt etc tgt ggc etc 356 
cfs Til III III §5 ?al Pro Thr Pro Val Ser Phe Leu Cys Gly Leu 
25 30 35 38i 

tct ggc tec age acc ate ate gtt a 
Ser Gly Ser Ser Thr He He Val 
45 



<210> 635 
<211> 254 
<212> DNA 



444 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 49. .252 

<221> sig_peptide 
<222> 49. .114 
<223> score 5.9 

seq LLILWFHLDCVSS/IL 



attt^ggctg caaaacgttt ttctgctgtg ggtacgtgag caggaaac atg gag aag 



aat cct ttg gca gcc cca tta eta ate etc tgg ttt cat ctt gac tgc 
lln Pro lei La Ala Pro Leu Leu lie Leu Trp Phe His Leu Asp Cys 



-20 

105 



-15 -10 " 5 



<210> 636 
<211> 297 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 22 . .297 

<221> sigjpeptide 
<222> 22 . .75 
<223> score 5 

seq SLSVFGSLPASLG/TW 



153 



201 



gtg age age ata ctg aac gtg gaa caa agt cct cag tea ctg eat gtt 
Val Ser Ser lie Leu Asn Val Glu Gin Ser Pro Gin Ser Leu His Val 

caa aaa qga gac age ace aat ttc acc tgc age ttc cct tec age aat 

G^n Til GlY Lp Ser Thr Asn Phe Thr Cys Ser Phe Pro Ser Ser Asn 

c 20 ^ ^ 

ttt tat gcc tta cac tgg tac aga tgg gaa act gca aaa age ccc gag 249 

Phe Tyr Ala Leu His Trp Tyr Arg Trp Glu Thr Ala Lys Ser Pro Olu 

oc 40 
30 35 254 

gcc gt 
Ala 



agtgaggctt ggaaaggcgt e atg gac aga cct ggg teg ctt tct gtc ttc 
y a Met Asp Arg Pro Gly Ser Leu Ser Val Pne 

ggg tec etc ccg get teg etc ggg acc tgg etc tea age cca get tgg 
Gil Ser Leu Pro Ala Ser Leu Gly Thr Trp Leu Ser Ser Pro Ala Trp 

ctg gtg gac aga ccg gtg cgc tct gca cac ccg agt gcg aat tee acc 147 



445 



- m 



4 s 




Leu Val Asp Arg Pro Val Arg Ser Ala His Pro Ser Ala Asn Ser Thr 

z h 5 s s a 2 a s 2 e 2 s 2 s s 155 

5 2 5 2 2 £ S E E 2 2 5 3 2 5 2 2 " 

2 5 E 2 2 2 2 5 2 2 2 £ 2 2 2 2 291 

60 65 297 



gts ccc 
Val Pro 

<210> 637 
<211> 280 
<212> DNA 
<213> Homo sapiens 



<220> 



<221> CDS 
<222> 72 . .278 

<221> sig_jpeptide 
<222> 72. .158 
<223> score 4.4 

seq IVLHLVLQGMVYT/EY 



gctt^aaagg cctggccagg ggaggagcac ^atattttc ctgtataatt ccagaatgtc 60 
?tcagagagc c atg cat gga ttg ctt cat tac ctt ttc cat acg aga aac 
Met His Gly Leu Leu His Tyr Leu Phe His Thr Arg Asn 



•7C 30 

20 25 



158 



cac acc ttc att gtc ctg cac ctg gtc ttg caa ggg atg gtt tat act 
His Thr Phe He Val Leu His Leu Val Leu Gin Gly Met Val Tyr Thr 

aaa tac acc tgg gaa gta ttt ggc tac tgt cag gag ctg gag ttg tec 206 
HI Tyr Thr Trp Glu Val Phe Gly Tyr Cys Gin Glu Leu Glu Leu Ser 

Ita cat tac ctt ctt ctg ccc tat ctg ctg eta ggt gta aac ctg ttt 254 
HI Ts Tyr Leu Leu Leu Pro Tyr Leu Leu Leu Gly Val Asn Leu Phe 



ttt ttc acc ctg act tgt gga acc aa 
Phe Phe Thr Leu Thr Cys Gly Thr 

40 



280 



35 

<210> 638 
<211> 403 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 



446 



<222> 243. .401 

<221> sig_peptide 
<222> 243. .380 
<223> score 5.2 

seq LLTFLVFTXKLSS/LN 



03 



2=5 £32= S52S =222 = £ 

kSttataa ccagcaa?cc atgttarata ttagcacagt jcctaaaac. tattaagcat 180 
tcaataaatg atcgctacta tttttactaa catcctacag atttggaaat tgagtcttag 
aa ata tta atg tgt aaa atg eta aag age caa aaa aac tgc cag gaa 
Me? Leu Vet Cys Lys Met Leu Lys Ser Gin Lys Asn Cys Gin Glu 

-45 " 40 ■»« 
^ D =>»-n tah tec CCC 33b 



aat 


atr 


ara 


att 


aaa 


ate 


att 


tta 


Asn 


Xaa 


Xaa 


He 


Lys 


He 


He 


Leu 




-30 










-25 




caa 


tat 


ctt 


eta 


aca 


ttt 


eta 


gta 


Gin 


Tyr 


Leu 


Leu 


Thr 


Phe 


Leu 


Val 


-15 








-10 






aat 


ate 


rga 


aag 


ttt 


cat 


aa 




Asn 


He 


Xaa 


Lys 


Phe 


His 







-20 



<210> 639 
<211> 255 
<212> DNA 
<213> Homo sapiens 



5 ~ <220> 



<221> CDS 
<222> 51. .254 

<221> sigjpeptide 
<222> 51. .89 
<223> score 4.2 

seq MTDLLSASPWALT/ IV 



383 



403 



ccaagtttga geaeetggaa agggtttatg etgaeateee etttetgttg atg acg 

qac etc tta agt gee tea cce tgg gee etc aet att gtt tec agt gag 
£p Leu Leu Ser Ala Ser Pro Trp Ala Leu Thr lie Val Ser Ser Glu 

etc cac ctt get cca tec atg acc aca gtg gae cag etc gag tct caa 152 
Leu Hxs Leu Ala Pro Ser Met Thr Thr Val Asp Gin Leu Glu Ser Gin 



104 



gtg gae aat gtk ate tta eag aet gga gag agt get agt gaa tgc ttt 200 
f a l Asp Asn Val lie Leu Gin Thr Gly Glu Ser Ala Ser Glu Cys Phe 

tgt ctt caa tgc cca tet ctt gga aat att gaa ggt gga gta gca acc 248 



447 



Cys Leu Gin Cys Pro Ser Leu Gly Asn lie Glu Gly Gly Val Ala Thr 

40 « 50 

ggg cay h 
Gly His 
55 



255 



<210> 640 
<211> 325 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 2 . .325 



s si 



<221> sigjpeptide 
<222> 2. .127 
<223> score 5.5 

seq ILGLLFYCFFLCC/FP 



"atg aga att gac aat aag tat ttt tat tat aac tea gec cat aca tat 49 
Met Arg lie Asp Asn Lys Tyr Phe Tyr Tyr Asn Ser Ala His Thr Tyr 

ata eta tgt'atg cag tgc ate tgAta gaa cag ttc ctt ate ctt ggc 97 
Tie Leu Cys Tel Gin Cys lie Cys lie Glu Gin Phe Leu lie Leu Gly 

ctt ~cll ttt tat tgt ttt ttt ctt tgc tgt ttt ccc ttt get tet aat 145 
Leu Tel Pne Tyr Cys Phe Phe Leu Cys Cys Phe Pro Phe Ala Ser Asn 
-10 " 5 .i-rt r^t- atr aaa 193 



att aca qtt ttg tat ttt gta aac aaa aat caa ata atg cat ate aga 
He Thr Kl Leu Tyr Phe ?al Asn Lys Asn Gin lie Met Hxs lie Arg 



10 15 



241 



ate ttt ata tgg aag aaa tec ttt aht gec ttt cct ttg ttt cct tgt 
Tit Phe lie Trp Lys Lys Ser Phe Xaa Ala Phe Pro Leu Phe Pro Cys 

aaa ggc acc htg ttc tgt tat ggt ttt tea tta tat aaa att att ata 
Lys Gly Thr Xaa Phe Cys Tyr Gly Phe Ser Leu Tyr Lys lie lie lie 

40 45 50 325 

tet tat atg aca tat get aaa att tct tgg aga gtg 
Ser Tyr Met Thr Tyr Ala Lys He Ser Trp Arg Val 



55 



60 65 



<210> 641 
<211> 352 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 50. .352 

<221> sig_peptide 



448 



<222> 50. .136 
<223> score 5.7 

seq FIYYLFFLRWSLS/LS 



llZtlilt gaaatcccg atgt.taca. tg.gaaaagt aatccttgt atg tta at, 58 



s z s s s ss £ s 3: £ s £ s: s s £ 106 
£ 5 s ss a s i £ s £ r 2 s 21 ? a " 4 

^gc agt ggc aca ate «g get eae tge aag ete tge etc eeg agt tea 
Cys Ser Sly Thr lie Leu Ala His Cys Lys Leu Cys Leu Pro Ser Ser 

eae eat tct eet ace tea gee tee caa gtg get ggg act aca ggc gec 250 
„ Ss SJ Ser Pro Thr Ser La Ser Gin Val Ala Gly Thr Thr Gly Ala 

* egc cae lie gee tgg eta att ttt ttt ttt kgw att ttt agt aga gac 
Ul Arg His His Ala Trp Leu lie Phe Phe Phe Xaa lie Phe Ser Arg Asp 

UJ ago gtt tea eeg tgt wag cca gga tgg tct cga tgt cct gac etc gtr 346 

1 Kg Val Ser Pro Cys Xaa Pro Gly Trp Ser Arg Cys Pro Asp Leu Val 

Cl 55 SO 65 352 

yg ate ccc 

~ lie Pro 

51 <210> 642 

j** <211> 267 

OJ <212> DNA 

=P <213> Homo sapiens 

Q <220> 

~ <221> CDS 

<222> 14 . .265 

<221> sigjpeptide 
<222> 14. .136 
<223> score 5.6 

seq LFLFLTSIAEXCS/TP 



cccStSJt ktc atg gtt dtc tgg etc gte tta ttt got ctt cag att 
Met Val Xaa Trp Leu Val Leu Phe Ala Leu Gin lie 



-40 "35 



tac tec tat kky agt act cga gat cag cct gca tea cgt gak agg ctt 
£yr Ser £ Xaa Ser Thr Arg Asp Gin Pro Ala Ser Arg Xaa Arg Leu 

rtt ttc ctt ttt ctg aca agt att gcg gaa trc tge age act cct tac 
Leu P^e Leu P^e Leu Thr Ser lie Ala Glu Xaa Cys Ser Thr Pro Tyr 

-10 " 5 



97 



145 



449 



tct ctt ttg ggt 
Ser Leu Leu Gly 
5 

etc aca etc tgc 
Leu Thr Leu Cys 
20 

gat cct gec atg 
Asp Pro Ala Met 



ttk gtc ttc acg 
Xaa Val Phe Thr 
10 

aag ttt tac ttg 
Lys Phe Tyr Leu 
25 

aat egg gga ggt 
Asn Arg Gly Gly 
40 



gtt tct ttt gtt 
Val Ser Phe Val 
15 

cag ggt tat cga 
Gin Gly Tyr Arg 
30 

gc 



gee ttg ggt gtt 193 
Ala Leu Gly Val 

get ttc atg aat 241 
Ala Phe Met Asn 
35 

267 



<210> 643 
<211> 241 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 65. .241 

% <221> sigjpeptide 
~ <222> 65. .148 

<223> score 6.1 

seq LYLFSGFWTFXLG/KF 



^ £ e E 9 3- z: tt s s in si - s m i* & 

n r — 2 0 

* . . . ^ ~.-„, =>aa ttr aaa 157 



fU ^ a tat tta ttc tea gga ttt tgg act ttt kta tta ggg aaa ttt aaa 

W HI Tyr Leu Phe Ser lly Phe Trp Thr Phe Xaa Leu Gly Lys Phe Lys 

P -10 " 5 

2 - v- ^t- atk kat att eta gaa aga tta ctg tgg cag 

S III S? & X S £ -a £S ne ,eu Si. ^ «, «, 01. 



5 10 15 241 

cag cag tat gwa gga tgg ctt gta ggr gat aag aga 
Gin Gin Tyr Xaa Gly Trp Leu Val Gly Asp Lys Arg 



20 



25 



<210> 644 
<211> 234 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 74. .232 



<221> sigjpeptide 
<222> 74. .196 
<223> score 7.7 

seq LLCLGQLHHPGLG/RV 



450 




m 



aagt^tgttc cccgagttcg gagcctagga gccccccgcg gctgcggcgc aggtgccctc 

qaccttagtc ggg atg gag ctg cct gck gtg aac ctt gaa agt gat tct 
ggccttagtc ggg g g g a ^ ^ ^ ^ ^ Qlu ger Asp Ser 



-,c: -30 
-40 _35 



ret acq tea ctg get get gac aac ctg ggg ctg cat tgt att etc agg 
Pro Arg Ser Leu Ala Ala Lp Asn Leu Gly Leu His Cys lie Leu Arg 

etc eta tqc ctg ggc caa ctt cac cat cct ggc ctt ggg cgt gtg ggc 
Leu Leu Cys Leu Gly Gin Leu His His Pro Gly Leu Gly Arg Val Gly 

-10 ~ 5 
tgt ggc tea gcg gga etc cat cga cgc eg 
Cys Gly Ser Ala Gly Leu His Arg Arg 
5 10 

<210> 645 
<211> 253 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
W <222> 40 . .252 

%S <221> sigjpeptide 
yi <222> 40. .111 

<223> score 4.4 
PI seq FVFLFWGVFETRS/LS 



-20 



gaa eta cct ctt ett tgt ttt gtt ttt ttg ttt tgg ggg gtt ttt gag 
Glu Leu Pro Leu Leu Cys Phe Val Phe Leu Phe Trp Gly Val Phe Glu 



-15 "1° " 5 



157 



205 



234 



Zll' s £l tttacttaac .t g tc« 3 aa ctrtttgt jjt, aca Jt. cjt ata 



102 



150 



198 



aca cqq tct etc tec ctg tea ccc agg ctg gar tks aag ttg gta gaa 
Thr S Ser Leu Ser Leu Ser Pro Arg Leu Glu Xaa Lys Leu Val Glu 

ktc atq met cac tgt age ate aaa etc ctg ggc tea age gac cct ccc 
Xaa Me? Xaa His Cys Ser lie Lys Leu Leu Gly Ser Ser Asp Pro Pro 

a rr tea qcc ttc ttg gta get ggt act aca ggc aca tgc cac gac ace 246 
Ala Ser Ma Phe Leu Val Ala Gly Thr Thr Gly Thr Cys His Asp Thr 

30 35 253 

cag ccc a 
Gin Pro 

<210> 646 
<211> 169 
<212> DNA 
<213> Homo sapiens 



451 



<220> 
<221> CDS 
<222> 6. .167 

<221> sig_jpeptide 
<222> 6. .131 
<223> score 4.6 

seq LLTCLCLHLKCVS/YR 



o 



~ 5 s ss s s s - 5 - « = = = £ E 50 



- 3 5 — 
nna att aca qq t 4 gtg age cac cgt gec egg cca ttc cat tta ctt ttg 98 
ITy lie Thr Gly Si Ser His Arg Ma Arg Pro Phe His Leu Leu Leu 

aee tgt ttg tgt ett eae tta aag tgt gtt tet tac aga eae ctt gtg 146 
Sr ds Leu Cys Leu His Leu Lys Cys Val Ser Tyr Arg His Leu Val 

-10 " 5 1 169 

ttt act ttt eta tec gtg eta at 
Phe Thr Phe Leu Ser Val Leu 
10 

<210> 647 
<211> 284 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 49. .282 

<221> sigjpeptide 
<222> 49. .126 
<223> score 3.7 

seq RLLEARSSRPAWA/XT 



cattatt'ttg ctattcaaag acatttatat ggccaggtgt ggtggctt atg cat gta 

-25 

ate eta gca ctt tgg gag gec aag gtg ggc aga ttg ctt gag gec agg 
lie Leu Ala Leu Trp Glu Ala Lys Val Gly Arg Leu Leu Glu Ala Arg 



ant- tea aqa cca gec tgg gca awh acg gtg ars ccc caa ttt tea adt 153 
Ser Ser Arg Pro Ala Trp Ala Xaa Thr Val Xaa Pro Gin Phe Ser Xaa 
_ i 5 

Hm laa aas ata vha ata aaa gaa ata tat tta gaa aan maa aaa 201 
Xaa Xaa lys HI Ue Xaa lie Lys Glu He Tyr Leu Glu Xaa Xaa Lys 

£a ata tat tea ggc egg gca egg tgg etc atg cet gta ate cea aca 249 



-10 



105 



452 





K,a lie ryr ser Gly «„ «. u» Trp Leu „et Pre val He Pro Thr 



30 35 284 



ctg gga cgc caa ggc ggg agg ate gec tgm ggt ca 
Leu Gly Arg Gin Gly Gly Arg He Ala Xaa Gly 



45 50 



<210> 648 
<211> 441 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 159. .440 

<221> sig_peptide 
<222> 159. .221 
<223> score 5.3 

seq ALTLVLLIKESGA/WS 



y ' <400> 648 f ^ at -. rt - a acctaaqaca gaggcagcag 60 

H agctgttctt ggctgacttc acatcaaaac tcctatactg acctgg fc 120 

yj tgatacccac ctgagagatc ctgtgtttga ^ctgeta t tca cag ttt 176 
q caagectaaa cctttgggtg aaaagaactc ttgaagtc atg att g^ ^ ^ ^ 

! 2 s k 2 s = « 2 2 s 2 ss s s s 224 

1 - gj 2 S 3 S S = 2 S S £ «? = 5 E " 

s s is s 2 2 2 2 2 2 2 2 2 2 2 2 368 

SSS222£SS3S2S = -5 = 



50 



cca gaa acc tct gac aga aga age c 
Pro Glu Thr Ser Asp Arg Arg Ser 
70 



55 60 " 441 



<210> 649 
<211> 341 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 133. .339 



453 



<221> sig_peptide 
<222> 133. .246 
<223> score 8.2 

seq LLLIFLSFPYTLC/IL 



<400> 649 ^,^,.1- aatcacttat ccaactgaca tttttcagac 

tttttctcct ac .t ? tot 99, etc ttc cc, gtt £ ^ ^ ^ 

-35 " 30 



S £ K 3 £ £ £ 5 2 £ £ £ £ £ £ £ 
1 £ £ £ £ £ £ £ £ £ £ S £ £ £ £ 

nt- a art acc ttt aat eta aca att ggg wga 

£ £ £ £ £ £ £ £ £ - » «-» r Ile Gly K " 



ttc cca tat ctt taw wtt tew acc cc 
Phe Pro Tyr Leu Xaa Xaa Ser Thr 
25 30 



<210> 650 
<211> 220 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 22. .219 

<221> sigjoeptide 
<222> 22 . .60 
<223> score 5.7 

seq MIVLLVMLGDILA/GL 



60 
120 
171 



219 



Mi 10 15 " 341 



. «, s % «, «, % s c« * s » 



-10 "5 



30 



35 



40 



45 



99 



^t ht a aca aac tta ttt ttg aaa ggc ate tgt tac ttc agt ggc ata 
fie Leu Til Z "en Phe Leu Lys Gly He Cys Tyr Phe Ser Gly He 
i 5 

5 £ £ £ £ K S £ £ £ £ 5 - £ £ £ 

£ £ £ 2 £ £ £ K £ £ £ - - = = £ 195 



454 



220 

tec cca ttt ccc cct ccc ccg aag c 
Ser Pro Phe Pro Pro Pro Pro Lys 
50 

<210> 651 
<211> 268 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 80. .268 

<221> sig_peptide 
<222> 80. .136 
<223> score 7.4 

seq LGFLXXSLESTLS/IX 



* a.t«ct.tt tccaagacct ttggcc.gtc ct.ttg.tct ggactcctgg ataggcagct 
jjl ggaccegg acgg.cgcc atg agg get ctg ctg «c ctg « «. ctg jtr 

s,; -15 * 10 

* rtq aqc ttg gag tea aca ctt teg att cma cct tgg gaa gec ccc aag 
1 III Ser HI 111 Ser Thr Leu Ser lie Xaa Pro Trp Glu Ala Pro Lys 

* gag cat aag tac aaa get gaa gag cac aca gtc gtt etc act gtc acc 
% 111 His Lys Tyr Lys Ala Glu Glu His Thr Val Val Leu Thr Val Thr 
U 10 15 

™ aaa qaq ccc tgc cac ttc ccc ttc cag tac cac egg cag etg tac cac 

fu Ify Til Pro Cys His Phe Pro Phe Gin Tyr His Arg Gin Leu Tyr His 



25 30 35 

aaa tgt acc cac 
Lys Cys Thr His 

<210> 652 
<211> 354 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 143. .352 

<221> sig_peptide 
<222> 143. .226 
<223> score 4 .5 

seq LRWSLTLLPRLEC/GF 



23 USEE SSSSS M SEE 252= £ 



455 



aacctcttqa gtagctggga cc atg gca tgc acg tea tgc ctg get gat tta 
agectcttga gcag yyy ^ ^ ^ ^ Leu Ala Agp Leu 

-25 -20 

aaa aaa att ttt ttt ttg aga tgg agt etc act ctg ttg ccc agg ctg 

lyl Lys lie Phe Phe Leu Arg Trp Ser Leu Thr Leu Leu Pro Arg Leu 

1 -10 " 5 



1 



aaa aaa act gag aac ctt ggt gga ggg gtg gtg acc ate gaa agg age 
lly Lys fla III Asn Leu Sly Gly Gly Val Val Thr lie Glu Arg Ser 



55 60 



aag age aag ate acc tec tec acc ate tec cca gc 
Lys Ser Lys lie Thr Ser Ser Thr lie Ser Pro 
70 75 



<210> 654 
<211> 466 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 281. .466 



172 



220 



268 



316 



gaa tgc ggt ttc atg ate ttg gee tae ttg eaa cct meg cht get ggg 
Glu Cys Gly Phe Met lie Leu Ala Tyr Leu Gin Pro Xaa Xaa Ala Gly 

tte aaq eaa tte ttc tgc etc age etc ccg agt age tgg gat tarn agg 
Phe III Gin Phe Phe Cys Leu Ser Leu Pro Ser Ser Trp Asp Xaa Arg 

cat ggc cca get aat ttt bgd att ttt agt aga gac ag 354 
Arg Gly Pro Ala Asn Phe Xaa lie Phe Ser Arg Asp 
35 40 

<210> 653 

<211> 284 
m <212> DNA 
% r <213> Homo sapiens 

Has 

m 

f; <220> 

<221> CDS 
UJ <222> 52. .282 



* tett^gegtc tgcgtagttc gcteaectec etttetaact cegetgeege e atg get 



105 



iU cct gtg aaa aag ctt gtg gtg aag ggg ggc aaa aaa aag aag eaa gtt 
W Pro tl Lys Lys Leu Val Val Lys Gly Gly Lys Lys Lys Lys Gin Val 

=G 5 10 15 icro 

^ nta aaa ttc act ctt gat tgc acc cac cct gta gaa gat gga ate atg 
5 Leu Lys Phe Thr Leu Asp Cys Thr His Pro Val Glu Asp Gly He Met 

lit acc aat ttt gag cag ttt ttg caa gaa agg ate aaa gtg aac 201 
£p III III En Pne Glu Gin Phe Leu Gin Glu Arg lie Lys Val Asn 

o c 40 45 OAQ 

°- > . ~* — ~4-^ -i^r- at-r aaa aaa aac ^ 4 ^ 



284 



456 



lllllill ctcc g a g c g a ggcggcj-j. ^acgcggg atttttccgc gg^jgtg JO 

ttggataaca aaaagagtaa cggaaatcct t ggg tttgaa ^tgatgttg tgattgagtt 
taSttcaac cagctggaag tgaagaatcc agactccaaa atg atg caa ate ^ 



1 5 



£ £ 5 £ 2 - 5 - - S S = £ 2 S E 

10 ^ 

2 3 £ 2 2 2 £ = S - = - = f s ~ 



55 



yj <210> 655 
y3 <211> 482 
%Q <212> DNA 

<213> Homo sapiens 

<220> 
^ <221> CDS 
1* <222> 78. .482 

i y 



cttt^acag ctagacctgt gtgctgcaag gagctaaggc cttcagtgtc cccttcctta 
cccaggtt J tcaUa atg gat - cag egg £ ctt jc. „ J- £ 



1 5 10 



- yu 

tac tct gec agt att gat etc aat gac gga aat gtg caa gat att ttt 



343 



30 35 
t-rt act ttc eta gaa ctg aag aaa gaa gam ata aaa caa aga cag att 439 
Ser Ala He Leu Glu Leu Lys Lys Glu Xaa lie Lys Gin Arg Gin He 
40 45 50 

*i gaa caa gaa aaa ctg gca tct atg aaa 
*f Glu Gin Glu Lys Leu Ala Ser Met Lys 
iJl « 60 



158 



S £ 5 £ £ £ = 2 £ £ S 2 £ £ 2 2 
£ £ £ £ £ £ £ £ £ 2 £ E £ £ £ £ 206 

30 tta tea act tat agt cct tac ttc cgt 254 

feu Pro S £ S S lie S Ser A- Cys £ Pro Tyr P*e Arg 

gag 'tac ttt tta tct gaa att gat gag gcg aaa aaa aag gag gta gtg 302 
Glu Tyr Phe Leu Ser Glu lie Asp Glu Ala Lys Lys Lys Glu Val Val 

eta aac aat gtg gat cct get ata ctt gat tta ate ate aaa tac ctg 350 
III Asp HI Sal Lp Pro Ala lie Leu Asp Leu He lie Lys Tyr Leu 



398 



457 



. Fa 



Tyr Ser Ala Ser lie Asp Leu Asn Asp Gly Asn Val Gin Asp He Phe 

95 100 AA£L 

oca tta occ age cgc ttt cag ate ccc tea gtg ttt aet gte tgc gtt 
Til Leu Ala Ser Arg Phe Gin He Pro Ser Val Phe Thr Val Cys Val 

110 115 1 482 

tct tat ctt cag aaa aga ctt get cct ggt aac tgt 

Ser Tyr Leu Gin Lys Arg Leu Ala Pro Gly Asn Cys 
125 "0 "5 

<210> 656 
<211> 788 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 126. .788 



a.gactgta. tga.tcc.ct gacaatgatg a.tt.ga.g. tg.acctgaa gagecatttt 60 
.KgScca tgttg.ag.a gatgtcagc. ^^f^ 
rtcaa atq tea gta agt get gat gaa aga ggt ggt tta gag aat atg agg 
9 Tel Ser Val Ser Ala Asp Olu Arg Gly Gly Leu Glu Asn Met Arg 

1 5 10 

ccc cct aac aac age agt cca gta caa gag gat get gaa aat gca tct 218 
Pro Pro Asn Asn Ser Ser Pro Val Gin Glu Asp Ala Glu Asn Ala Ser 
20 25 30 



- tat gag ctg tgt gga ctt aca ata acc gag gag gac ctg tea tct cat 

S Cys G?u III Cys lly Leu Thr lie Thr Glu Glu Asp Leu Ser Ser Hxb 

§U 7 35 40 45 

m tac tta gec aaa cac att gaa aat ate tgt gca tgt ggt aaa tgt gga 

=P S Leu Ala Lys His lie Glu Asn lie Cys Ala Cys Gly Lys Cys Gly 



115 v 
aac aat ate caa aaa aag cag tta ttt aaa cat tct gee tgc cct ttt 554 
Asn Ser 111 Gin Lys Lys Gin Leu Phe Lys His Ser Ala Cys Pro Phe 

cga tgt cct aat tgt ggc cag cgt ttt gaa act gaa aat eta gtg gtt 602 
Arg Cys Pro Asn Cys Gly Gin Arg Phe Glu Thr Glu Asn Leu Val Val 

aaa cat atg tct age tgc tta gat caa gat atg ttt aag agt gee ate 650 
Xu As Set Ser Ser Cys Leu Asp Gin Asp Met Phe Lys Ser Ala lie 



120 125 



266 



314 



caa ata ctt gta aag ggt agg cag ctt cag gaa eat get caa era tgt 
Gin lie Leu Val Lys Gly Arg Gin Leu Gin Glu His Ala Gin Xaa Cys 

aac aaa ccc caa gat ctg lie atg aat ggg tta gga aat act gag gag 410 
1% G?u Pro Sn Asp Leu Thr Met Asn Gly Leu Gly Asn Thr Glu Glu 

aaa atq gac ttg gaa gag aat cet gat gag cag tec gaa ata aga gat 458 
lys tl III lei llu 111 Asn Pro Asp Glu Gin Ser Glu lie Arg Asp 

100 105 
ata ttt gtt gaa atg ctg gat gat ttt agg gac aat cat tac cag ata 506 
S Pne Val Glu Me? Leu Asp Asp Phe Arg Asp Asn His Tyr Gin lie 



458 



160 

atg gaa gaa aat 
Met Glu Glu Asn 

tgt gga aaa gga 
Cys Gly Lys Gly 
195 

gtt cat act aag 
Val His Thr Lys 
210 



165 

gaa aga gat cac 
Glu Arg Asp His 
180 

ttt tat cag egg 
Phe Tyr Gin Arg 

gaa aaa cag ttt 
Glu Lys Gin Phe 
215 



170 

aga cga aag cat 
Arg Arg Lys His 
185 

tgt cac tta aga 
Cys His Leu Arg 
200 

gtt tgt caa aca 
Val Cys Gin Thr 



175 

ttt tgt aat ctg 
Phe Cys Asn Leu 
190 

gaa cac tat act 
Glu His Tyr Thr 

205 
tgt gga 
Cys Gly 
220 



<210> 657 
<211> 348 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 35 . .346 



103 



t. ^";«"t a« gg a 9 ct at, „ «, £ « » £ » 

1 5 

= cit-t- act acq taq tta aaa aaa ata ttt gga gat cat cct 

% l" S fl S S tS — i*. a. «- «;y "p Hls Pr ° 

- att cca cag tat gag gtg aac cca egg acc aca gag att tta cat cac 151 
° ne Pro III Tyr Glu Sal Asn Pro Arg Thr Thr Glu lie Leu Hxb Hib 

W ctt tea gaa cgc aac agg gtc egg gac agg gat gtc tac ctg gta ata 199 
£ lei Ser Glu Arg Asn Arg Val Arg Asp Arg Asp Val Tyr Leu Val lie 

S gag gac ttg aag cag aaa gca agt gaa tac gag tea gaa gee aag tat 247 
" III Lp Leu Lys Gin Lys Ala Ser Glu Tyr Glu Ser Glu Ala Lys Tyr 

60 65 



295 



ctt caa gac ctt etc atg gag agt gtg aat ttt tec ccc gee aat etc 
III Gin Lp Leu Leu Met Glu Ser Val Asn Phe Ser Pro Ala Asn Leu 

75 80 
tct aqc act ggt tec agg tat ctg aat get ttg gtt gac agt gcg gtg 343 
S fr Ser Thr G^y Ser Arg Tyr Leu Asn Ala Leu Val Asp Ser Ala Val 

90 ^ 100 348 

gec tt 
Ala 



<210> 658 
<211> 285 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 67. .285 



459 




,e, g cca g a g ct 9g9 e ggt9 g c gg9 c g ct g f ™t ctc g =t g a g c t«# « 

— £ E £ £ E E £ £ £ £ £ E £ £ 

S 22: £ 5 S£ 5 £ S E£ - - S = 156 

£ £ £ £ s e s 5: £ £ s s - - ? s 204 

= ^ n-t- oat tea aqc aga cag aga get gaa gga act gat att cca 252 
£ £ £ £ £ E J, G1 n J, Olu Oly Or Asp He Pro 

50 55 285 

aca gta aaa cct etc aaa ccg agg cca gaa cca 
Thr Val Lys Pro Leu Lys Pro Arg Pro Glu Pro 



65 

^ <210> 659 
<211> 420 



70 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 148 . .420 



SS EKES =£SE EES 252= 

SSS! ™- _ J* eta £ £ .at act .t ? ,t g a. g 



1 5 



E s £ £ £ £ £ £ £ £ £ £ - - £ £ 
£ £ £ 5 £ E £ £ £ £ £ E £ £ £ £ 
£ £ 2 E E £ £ £ £ £ £ S £ £ £ £ 



ggg aag 
Gly Lys 
90 



222 



318 



£ £ £ S E £ £ £ £ £ £ = £ E £ £ 366 

65 

, aa t . t "a tct aga gca caa ata aat cac agt att get atg cag aat 
HI oil Ser Eg Ala Gin lie Asn His Ser lie Ala Met Gin Asn 



75 80 85 420 



460 



<210> 660 
<211> 468 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 267. .467 



££ ssss = ~? SSI 5S 5 

2S3S SSSS « ™ £ 



5 



tct ate gtc aca gtc aag aaa aat aag aga cac atn kct gag gtg aat 
Ser lie Val Thr Val Lys Lys Asn Lys Arg His Xaa Xaa Olu Val Asn 

aca tec eca ctn aag lie ttt gtc act gec aag aag aag ate aat ggc 
S ser Pro Leu Lys His Phe Val Thr Ala Lys Lys Lys lie Asn Gly 



341 



437 



MJ Ala Ser Pro beu uys n±* — - — ---- - 40 
. r 30 ^5 

= n-f aaa caa ctq qqg gee tac ate cag gag age gee ace ttc ctt 

2 lie Phe III Til lei Ala Tyr lie Gin Glu Ser Ala Thr Phe Leu 

45 5 ° r 468 

L gaa gac acg tac agg aat gca gaa ctg gac c 

'Tf. Glu Asp Thr Tyr Arg Asn Ala Glu Leu Asp 
W 60 65 

*F <210> 661 
O <211> 544 
Q <212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 321. ,542 



geetcttttc egeeteacce tttgggagta ggggtgtgcg gctggettgt cccgcccctg 60 
cccctgagtg acagaaecgt ggaeageaae atttcccaca ^eaegaag "tgteggee 120 
r-t-K^eettaa caqaqctgag taagaaaaat caccaagaat attatttttg gtatucgyc* 
ttqaatttgc caggaatgea ageactgeta eetaaetaaa gaccttgget ttggaaacat 240 
cS"ccSt ggcagctctc cagagtttag acttggcagc at -agaca caacgeaage 
aggcattttg gagatcaaag atg ggt aga aaa gat get gyt act ata aaa « 



1 5 10 



^ «n-t- aat caa tac aga aaa caa att ggt aaa cag gat tat aaa aaa 
Pro Val III Til £ Arg Lys Gin lie Gly Lys Gin Asp Tyr Lys Lys 
15 20 25 



401 



461 



r3 I 




act aaa cct att tta cga gca acc aaa tta aaa gca gaa gca aag aaa 
Thr Lys Pro lie Leu Arg Ala Thr Lys Leu Lys Ala Glu Ala Lys Lys 



!" gcctcttttc cgcctcaccc tttgggagta ggggtgtgcg gctggcttgt cccgcccctg 
" cccctgagtg acagaaccgt ggacagcaac atttcccaca gg^cgaag "tgtcggcc 
cttgccttgg cagagctgag gcattttgga gatcaaaw atg ggt aga aaa gat get 

1 5 
get aet ata aaa ett eew rtt gat eag tae aga aaa caa att ggt aaa 
Ala Thr lie Lys Leu Pro Xaa Asp Gin Tyr Arg Lys Gin lie Gly Lys 

15 20 



449 



3 5 ■*■ v 

aca gca ata ggc ata aag ttg gec ttg tac ttg cag eta tat tgg cac 4 97 

Si S He Gly lie Lys Leu Ala Leu Tyr Leu Gin Leu Tyr Trp His 

tac tL tgg ctt tct atg ctt tew nwt ate tea gac tea cca egg at 544 

^yr Trp Leu Ser Met Leu Ser Xaa lie Ser Asp Ser Pro Arg 
60 " 70 

<210> 662 
<211> 386 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 159. .386 



224 



272 



caq qat tat aaa aaa act aaa cct att tta cga gca acc aaa tta aaa 
Gtn Asp Tyr Lys Lys Thr Lys Pro lie Leu Arg Ala Thr Lys Leu Lys 

qca gaa gca aag aaa aca gca ata ggc ata aag gaa gtt ggc ctt gta 320 
III Tlu Ala Lys Lys Thr Ala lie Gly He Lys Glu Val Gly Leu Val 

ctt qca get ata ttg gca eta eta ctg get ttc tat get tte wnw tat 368 
Leu Ala Til lie Leu Ala Leu Leu Leu Ala Phe Tyr Ala Phe Xaa Tyr 
55 60 " 

etc aga etc acc acg gat 
Leu Arg Leu Thr Thr Asp 
75 

<210> 663 
<211> 482 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 136. .480 



gtgtgteaet teeggeetee etttagetge eatettgegt eeecgcgtgt gtgegeetaa 60 



462 



tctcaggtgg tccacccgag accccttgag caccaaccct agtcccccgc gcggcccctt 

attcgSccg acaag atg aaa gaa aca ate atg aac cag gaa aaa etc gec 
attcgctccg g a a ne ^ ^ Qln Qlu Lys Leu Ala 



1 5 10 



aaa ctq cag gca caa gtg cgc att ggt ggg aaa gga act get cgc aga 
Lys III c!n Ala Gin 5a! Arg lie Gly Gly Lys Gly Thr Ala Arg Arg 



20 



<211> 426 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 60. .425 



120 
171 



219 



267 



aaa aag aag gtg gtt cat aga aca gec aca gca gat gac aaa aaa ctt 
Lys Lys lys Sal Sal His Arg Thr Ala Thr Ala Asp Asp Lys Lys Leu 

cag ttc tec tta aag aag tta ggg gta aac aat ate tct ggt att gaa 315 
oil Phe Ser Leu Lys Lys Leu Gly Val Asn Asn lie Ser Gly lie Glu 

gag gtg aat atg ttt aca aac caa gga aca gtg ate cac ttt aac aac 363 
HI S3 Asn Me? Phe Thr Asn Gin Gly Thr Val lie His Phe Asn Asn 

65 70 
nnt- xa* att caa qca tct ctg gca gcg aac act ttc acc att aca ggc 411 
Pro Lys oil III Ser Leu Ala Ala Asn Thr Phe Thr lie Thr Gly 
80 85 

? cat get gag aca aag cag ctg aca gaa atg eta ccc age ate tta aac 459 

* Ts III 111 Thr Lys Gin Leu Thr Glu Met Leu Pro Ser lie Leu Asn 

yf 95 100 105 

H cag ctt ggt gcg gat agt ctg ac 

W Gin Leu Gly Ala Asp Ser Leu 

£ 110 us 

■J\ <210> 664 



482 



aagaaagcag gcgagcctgg gccggcgcgg ggecttgtgg gagggcttaa OTaagtaaa 59 
ata gcg gac ctg gcg aac gaa gaa aag cct gec att get ccg ccc gtc 107 
Mel III Asp Leu Ala Asn Glu Glu Lys Pro Ala He Ala Pro Pro Val 

ttt atq ttt cag aag gat aaa gga caa aag agg tea get ggc ggc tec 155 
Phe III Phe G?n Ly? Lp Lys Gly Gin Lys Arg Ser Ala Gly Gly Ser 

20 25 3 

aqt cct gaa ggc gga gaa gat tct gac aga gaa gat gga aat tac tgc 
Ser Pro Glu lly 5ly Glu Asp Ser Asp Arg Glu Asp Gly Asn Tyr Cys 



cct cct gtc aag cga gaa aga aca tec tct tta acc cag ttc cca ccc 251 
Pro Pro Val Ly! Arg Glu Arg Thr Ser Ser Leu Thr Gin Phe Pro Pro 

tea cag tea gag gaa agg age agt ggc ttc egg ttg aag cca cca acg 2 99 
Ser Gin Ser 111 Glu Arg Ser Ser Gly Phe Arg Leu Lys Pro Pro Thr 

70 ^ ^ 

ctg ate cac ggc caa sec ccc age gca ggt ctg cca age cag aag ccc 347 



40 45 



203 



463 



Leu He His Gly 

aag gag cag cag 
Lys Glu Gin Gin 
100 

cag cca aag gcg 
Gin Pro Lys Ala 
115 



Gin Xaa Pro Ser 
85 

egg acg kgg ctt 
Arg Thr Xaa Leu 

ctg tec cag amt 
Leu Ser Gin Xaa 
120 



Ala Gly Leu Pro 
90 

cgc ccg gca gtg 
Arg Pro Ala Val 
105 

gtc ccc a 
Val Pro 



Ser Gin Lys Pro 
95 

tta caa get ccg 395 
Leu Gin Ala Pro 
110 

426 



<210> 665 
<211> 360 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 177. .359 



* aqggJtcgaa ttgeaaegge agetgeeggg cgtatgtgtt ggtgctagag 9cagctgcag 60 
W qqtctcgctg ggggccgSc gggaccaatt ttgaagaggt acttggccac Jjcttatttt 120 
N" cacctccgac 25?cc?tcc aggeggtgag actctggact gagagtggct ttcaca atg 179 



1 



caa qqq ate agt aat ttc aag aca cca age aaa tta tea gaa aaa aag 
Glu III Se Ser Asn Phe Lys Thr Pro Ser Lys Leu Ser Glu Lys Lys 



10 



aaa tct qta tta tgt tea act cca act ata aat ate ccg gec tct ccg 
lys Ser tl Leu Cys Ser Thr Pro Thr lie Asn lie Pro Ala Ser Pro 



35 40 _ " „ 360 



gaa aag ate tec aag agg ttt gtc tea ttc tec ttg g 
Glu Lys He Ser Lys Arg Phe Val Ser Phe Ser Leu 
50 55 60 



227 



275 



25 30 
W ttt ata caq aag ctt ggc ttt ggt act ggg gwa aat gtn gta net aat 323 
* P^e Me? Ill Lys Leu Sy Phe Gly Thr Gly Xaa Asn Val Val Xaa Asn 



<210> 666 
<211> 501 
<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 321. .500 



eteaJtttte tactgetegt ggatttaege gcacgttgga accgaagaga jctctgttgt 60 

tqeaaeatgg eggastgaeg gtggaggttc gcggetctaa eggggcttte taeaagggat 120 

tStcaaaH t|?tea?gaa gactccctta cagttgtttt tgaaaataat tggcaaceag 180 

aaegecaggt tceatttlat gaagttagat taecaccace acctgatata aaaaaagaaa 240 

ttagtgSgg agatgaagta gaggtatatt caagageaaa tgaccaagag ceatgtgggt 300 



464 



S3(S 




f' ! <220> 

<221> CDS 
UJ <222> 164 . .439 



eta ace atg ctg act gec cac cgt gca ggc aag aaa cat ctg tec age 
Leu Ala ml Leu Thr II. His Arg Ala Gly Lys Lys His Leu Ser Ser 

25 30 35 

ttg cag ctt ttc tat ggc aag aag cag ccg gga aag gaa aga aag cag 
Hi Gin Leu Phe Tyr Gly Lys Lys Gin Pro Gly Lys Glu Arg Lys Gin 

40 4 5 50 

aat cca aaa cat cag aat gaa ttg aga agg gaa gaa acc aaa get gar 
Asn Pro Lys His Gin Asn Glu Leu Arg Arg Glu Glu Thr Lys Ala Glu 

55 60 65 

act cct ctg eta act cag aca cga ctt ate acc cag agt get ctg cac 

HI Pro Leu Leu Thr Gin Thr Arg Leu lie Thr Gin Ser Ala Leu Hxs 

70 75 80 

aga get ccc cac tat aac agt tgc tg 

Arg Ala Pro His Tyr Asn Ser Cys 
85 9° 

<210> 668 
<211> 484 
<212> DNA 



353 



401 



449 



ggtggttggc taaagttcgg atg atg aaa gga gaa ttt tat gtc att gaa tat 
99 99 a3 Met Met Lys Gly Glu Phe Tyr Val lie Glu Tyr 

1 5 10 

act act tgt gac get act tac aat gaa ata gtc aca ttt gaa cga ctt 
III III Cys Asp Ala Thr Tyr Asn Glu lie Val Thr Phe Glu Arg Leu 

15 20 25 

caq cct gtc aat caa aat aaa act gtc aaa aaa aat acc ttc ttt aaa 
Arg Pro Vat Asn Gin Asn Lys Thr Val Lys Lys Asn Thr Phe Phe Lys 

tgc aca gtg gat gtt cct gag gat ttg aga gag gcg tgt get aat gaa 4 97 

Cys Thr Va! Asp Val Pro Glu Asp Leu Arg Glu Ala Cys Ala Asn Glu 
45 50 55 

aat g 

Asn 

60 

<210> 667 
<211> 441 
<212> DNA 
<213> Homo sapiens 



acagtcgtga tgtetttcaa gagggaagga gacgattgga gtcaactcaa tgtgctcaaa 
gtaagcgtga ggnnagagga tctggagceg cttcagtege ^ectgaaga aaagaagagt 
cggggacctc etagecagtt acattccaga ggatgaggcg ctg atg ctt egg gat 

FU 1 

* gga cge ttt get tgt gec ate tgc ccc eat cga ccg gta ctg gac acc 

O Gly Arg Phe Ala Cys Ala lie Cys Pro His Arg Pro Val Leu Asp Thr 

F*i c 10 15 

'=t 3 . - -, o M f r-t-rr tec aac 271 



223 



319 



367 



415 



441 



465 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 126. .482 



aagtacggag gccgacagga agagaaggaa aaaagagaag gcgctgtccc S^cttgcta 60 
cggtggcctg gaggagtggc gaaaccggaa cagagaattt atcacttctg pactcacag 120 
gtgatgtctttc aag agg gaa gga gac gat tgg agt caa etc aat gtg 
mt Ser Phe Lys Arg Glu Gly Asp Asp Trp Ser Gin Leu Asn Val 
1 S 10 " 

etc aaa aaa aga aga gtc ggg gac etc eta gee agt tac att cca gag 
Leu Lys Lys Arg Arg Val Gly Asp Leu Leu Ala Ser Tyr lie Pro Glu 

20 25 30 

gat gag geg etg atg ctt egg gat gga egc ttt get tgt gee ate tgc 
Asp 111 111 Leu Met Leu Arg Asp Gly Arg Phe Ala Cys Ala lie Cys 
* 35 40 45 

H. ccc cat cga ccg gta etg gac acc etg gee atg etg act gee cac cgt 
J Pro His Arg Pro Val Leu Asp Thr Leu Ala Met Leu Thr Ala Hie Arg 

P gea gge aag aaa eat etg tee age ttg eag ett tte tat gge aag aag 
W Ala Gly Lys Lys His Leu Ser Ser Leu Gin Leu Phe Tyr Gly Lys Lys 



=3 3 



*n 65 70 75 

^ caq ccg gga aag gaa aga aag cag aat cca aaa cat cag aat gaa ttg 

* Gin Pro Gly Lys Glu Arg Lys Gin Asn Pro Lys His Gin Asn Glu Leu 

80 85 90 95 

- aga agg gaa gaa acc aaa get gag get cct etg eta act cag aca cga 

Arg Ar 9 Glu Glu Thr Lys Ala Glu Ala Pro Leu Leu Thr Gin Thr Arg 
HJ 100 105 no 

if ctt at v acc cag agt gct ctg cac a9 

Leu He Thr Gin Ser Ala Leu His 
115 

<210> 669 
<211> 342 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 118. .342 



170 



218 



266 



314 



362 



410 



458 



484 



agegaeeegt tgeeatggcg actatgtaca eagecaggea geecegegtg 999«gtgcag 60 
gtggtttcgg ttgcggcagt cgcgtcccgg gagegtcget gcctggtgaa cgctaga 117 
atg ggt act agg aaa aaa gtt eat gea ttt gtc egk gtc aaa ccc ace 165 
ml lly Thr Arg Lys Lys Val His Ala Phe Val Arg Val Lys Pro Thr 
1 5 10 15 

aat aac ttt gct cat gaa atg ate aga tac gga gat gac aaa aga age 213 
Asp Isp Phe La His Glu Me? He Arg Tyr Gly Asp Asp Lys Arg Ser 
20 25 30 



466 




»t-t- cat att cac tta aaa aaa gac att egg aga gga gtt gtc aat aac 261 
ne As"p He His Leu Lys Lys Asp lie Arg Arg Gly Val Val Asn A S n 

caa caq aca gac tgg teg ttt aag ttg gat gga gtt ctt cac gat gee 309 
Gin gS Thr Lp Ser Phe Lys Leu Asp Gly Val Leu Hi. Asp Ala 

50 55 60 

tec cag gac ttg gtt tat gag aca gtt gca aag 
Ser Gin Asp Leu Val Tyr Glu Thr Val Ala Lys 
65 70 75 

<210> 670 
<211> 454 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 115. .453 



gggaggtcac tttaaagagg getgetcaae tgcaaggaeg etgtaagcag 9aagagaagc 60 
eaeagegett cagaaaagag tgggacaggg aeaagcatat ctaagaggct gaac atg 



1 



Pro Asn Thr Lys Tyr oil Val Thr Trp Tyr Thr Ser Trp Ser Pro Cys 

85 90 95 

eea gac tgt gca ggg gag gtg gec gag ttc ctg gec agg cac age aac 
Pro Asp Cys Ala Gly Glu Val Ala Glu Phe Leu Ala Arg His Ser Asn 
100 105 110 

<210> 671 
<211> 485 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 



165 



213 



aat cca cag ate aga aac ccg atg aag gca atg tat cca ggc aca ttc 
■.f. Asn Pro Gin lie Arg Asn Pro Met Lys Ala Met Tyr Pro Gly Thr Phe 

5 10 15 

% tac ttc caa ttt aaa aac eta tgg gaa gec aac gat egg aac gaa act 
g Tyr Phe Gin Phe Lys Asn Leu Trp Glu Ala Asn Asp Arg Asn Glu Thr 

B tgg etg tgc ttc ace gtg gaa ggt ata aag egc cgc tea gtt gtc tee 261 
| Trp Leu Cys Phe Thr Val Glu Gly lie Lys Arg Arg Ser Val Val Ser 

S taa lie, acq ggc gtc ttc cga aac cag gtg gat tct gag acc cat tgt 309 
~ tS Lys Thr lly ?al Phe Arg Asn Gin Val Asp Ser Glu Thr Hxb Cys 

55 60 
eat gca gaa agg tge ttc etc tct tgg ttc tgc gac gac ata ctg tct 357 
His La Glu Arg Cys Phe Leu Ser Trp Phe Cys Asp Asp lie Leu Ser 

act aac aca aag tac cag gtc acc tgg tac aca tct tgg age cet tge 



405 



454 



467 



<222> 44 . .484 



agagcgcaga gctgcagccg ccgagccgga cgtgtccgcg aag atg gcg ggc egg 

1 



age atg caa gcg gca aga tgt cct aca gat gaa tta tct tta acc aat 
Ser Me? Gin 111 Ala Arg Cys Pro Thr Asp Glu Leu Ser Leu Thr Asn 



10 " 



tqq qct ggg ctt tct att ggg caa gaa ata gaa gtc tec tta tat aca 
Ala III Leu Ser lie Gly Gin Glu lie Glu Val Ser Leu Tyr Thr 

70 ^ ^ 

ttt gac aaa gee aaa cag tgt att ggc aca atg acc ate gag att gat 343 
Z Asp Lys Ala Lys Gin Cys lie Gly Thr Met Thr lie Glu lie Asp 

ttc ctg cag aaa aaa age att gac tec aac ect tat gac acc gac aag 391 
Phe Leu Gin Lys Lys Ser lie Asp Ser Asn Pro Tyr Asp Thr Asp Lys 

105 H° 115 _ 

ata qca gca gaa ttt att cag caa tea aca acc agg cct tct cag tgg 
net All III Glu Phe lie Gin Gin Ser Thr Thr Arg Pro Ser Gin Trp 

120 125 130 

qac aac age ttg tct tec agt cca agt tct gaa ttt tac cct ttc c 
III A- Ser Leu Ser Ser Ser Pro Ser Ser Glu Phe Tyr Pro Phe 



60 " 



135 

<210> 672 
<211> 487 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 44 . .487 



140 



145 



103 



tgt gca gtt gtg aat gaa aag gat ttc cag tct ggc cag cat gtg att 151 
Cys Ala Val Sal Asn Glu Lys Asp Phe Gin Ser Gly Gin His Val lie 

ata agg acc tct lie aat cac agg tac aca ttt aca ctg aag aca cat 
tl Ar 9 Thr Ser Pro Asn His Arg Tyr Thr Phe Thr Leu Lys Thr His 

cca teg gtg gtt eca ggg age att gca ttc agt tta cct cag aga aaa 
Pro Se? Sal Sal Pro 5ly Ser lie Ala Phe Ser Leu Pro Gin Arg Lys 



199 



247 



295 



439 



485 



ligagcgcaga gctgcagccg ccgagccgga cgtgtccgcg aag atg gcg ggc egg 55 



1 



103 



aqc atg caa gcg gca aga tgt cct aca gat gaa tta tct tta acc aat 
Ser Mef Gin All La Arg Cys Pro Thr Asp Glu Leu Ser Leu Thr Asn 

tgt gca gtt gtg aat gaa aag gat ttc cag tct ggc cag cat gtg att 151 
Cys Ala ?al Vai Asn Glu Lys Asp Phe Gin Ser Gly Gin Hxs Val lie 



468 




35 



gtg agg acc tct ccc aat cac agg tac aca ttt aca ctg aag aca cat 
Sal Arg Thr Ser Pro Asn His Arg Tyr Thr Phe Thr Leu Lys Thr His 



40 45 



^ <210> 673 

'^S <211> 502 

<212> DNA 

<213> Homo sapiens 



<220> 
<221> CDS 
<222> 159. .500 



45 50 



199 



247 



295 



cca teg gtg gtt cca ggg age att gca ttc agt tta cct cag aga aaa 

Pro Ser Sal Sal Pro Gly Ser lie Ala Phe Ser Leu Pro Gin Arg Lys 

55 60 65 

tqq qct ggg ctt tct att ggg caa gaa ata gaa gtc tec tta tat aca 

HI 111 Leu Ser lie Gly Gin Glu lie Glu Val Ser Leu Tyr Thr 

70 ^ 

ttt qac aaa gec aaa cag tgt att ggc aca atg acc ate gag att gat 343 

Z Asp Lys Ala Lys Gin Cys lie Gly Thr Mat Thr lie Glu He Asp 

85 90 95 , 01 

ttc ctg cag aaa aaa age att gac tec aac cct tat gac acc gac aag 391 
Pne Leu Lys Lys sir He Asp Ser Asn Pro Tyr Asp Thr Asp Lys 

105 HO 115 

atg gca gca gwa ttt att cag caa ttc aac aac cag gec ttc tea gtg 
Met Ala Ala La Phe lie Gin Gin Phe Asn Asn Gin Ala Phe Ser Val 

120 125 I 30 

aaa caa caa ctt qtc ttt age ttc aat gaa aag ctt ttt ggc tta ctg 
IVy Gin G?n Val Phe Ser Phe Asn Glu Lys Leu Phe Gly Leu Leu 

in 135 140 1 45 



439 



487 



ataqaagaqa aggaactgga agtgcatgtc tgtgttctgg ctccgattgg gaaaagctgc 60 
ttaaccaSg tScactfcc aggggctecc cactcagtcc ccagtcatct .tcgacagtg 120 
agctgagtae ttcagaattg gaggatgatt ctatetec atq gga tat aaa tta cag 

1 5 
qac etc act gat gtt cag ate atg get cgt ctg caa gaa gaa agt etc 
Isp Leu Thr Asp Val Gin lie Met Ala Arg Leu Gin Glu Glu Ser Leu 

10 1 5 20 

agg caa gat tat get tct act tea gca tct gta tea aga cat agt tec 
Sg Gin Asp Tyr Ala Ser Thr Ser Ala Ser Val Ser Arg His Ser Ser 

25 30 35 

agt gtg tea ttg agt tea gga aaa aaa ggg aca tgt agt gat caa gaa 
Ser val Ser Leu Ser Ser Gly Lys Lys Gly Thr Cys Ser Asp Gin Glu 



176 



224 



272 



320 



368 



tat gac caa tac agt ctg gag gat gaa gag gaa ttt gat cat ttg cca 
Tyr Asp Gin Tyr Ser Leu Glu Asp Glu Glu Glu Phe Asp His Leu Pro 

cca cct cag cct cgt "t eea aga tgt tec cct ttc caa aga gga att 416 
Pro Pro Gin Pro Arg Leu Pro Arg Cys Ser Pro Phe Gin Arg Gly He 
75 80 85 



469 



ccc cat tea cag 
Pro His Ser Gin 
90 

agt tec cag tat 
Ser Ser Gin Tyr 
105 



act ttc tec age 
Thr Phe Ser Ser 

ttt cct tea aat 
Phe Pro Ser Asn 
110 



att egg gag tgt 
He Arg Glu Cys 
95 

aat tac cag cag 
Asn Tyr Gin Gin 



agg agg age ccc 
Arg Arg Ser Pro 
100 



<210> 674 
<211> 307 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 63 . .305 



n tcagttcaca cgtggcgcca eggaggcagg ttgctgtgtt tgtgcttcct tctacagcca 

~ at atg aaa agg cct aag tta aag aaa gca agt aaa cgc atg ace tgc 
% Met Lys Arg Pro Lys Leu Lys Lys Ala Ser Lys Arg Met Thr Cys 

m x 5 10 15 

H cat aag egg tat aaa ate caa aaa aag gtt cga gaa cat cat cga aaa 

W His Lys Arg Tyr Lys lie Gin Lys Lys Val Arg Glu His Hxb Arg Lys 
m 20 25 3° 

& tta aga aag gag get aaa aag erg ggt cac aag aag cct agg aaa gac 

i Leu Arg Lys Glu Ala Lys Lys Xaa Gly His Lys Lys Pro Arg Lys Asp 

U cea gga gtt cca aac agt get ecc ttt aag gag get ctt ctt agg gaa 

% Pro G?y ?al Pro Asn Ser Ala Pro Phe Lys Glu Ala Leu Leu Arg Glu 
Sisr 60 

^ act aaa eta agg aaa cag agg ctt gaw gaa eta awa cag cag cag awa 
* a Leu S Lys Gin Arg Leu Xaa Glu Leu Xaa Gin Gin Gin Xaa 



ctt gac ag 
Leu Asp 
80 



155 



203 



251 



299 



65 70 75 



<210> 675 
<211> 404 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 104 . .403 



cttaactgga gttcatcaag tteceactga gmmtgtgeag gtgeatttea eagagaggtc 60 
atttgatctt ttggtaaaga atetaaatgg gaagagttae tec atg att gtg aac 



1 



aat etc ttg aaa ccc ate tct gtg gaa ggc agt tea aaa aaa gtc aag 



115 



163 



470 






Asn Leu Leu 


Lys 


Pro 




5 








act gat aca 


gtt 


ctt 




Thr Asp Thr 


Val 


Leu 








25 




tgg gat tac 


ctg 


acc 




Trp Asp Tyr 


Leu 


Thr 






40 






ccc tec tat 


gac 


act 




Pro Ser Tyr 


Asp 


Thr 




55 








eta aag aaa 


att 


tat 




Leu Lys Lys 


He 


Tyr 




70 








aat aaa gec 


tgg 


gtg 




Asn Lys Ala 


Trp 


Val 




85 








<210> 676 






. 5% 


<211> 392 






In 


<212> DNA 






y I 


<213> Homo 


sapiens 


= i 5 
•At 


<220> 






•J% 


<221> CDS 








<222> 84. .392 




:. 









10 



15 



20 

agg 211 



30 



35 

tgc aaa gaa aaa gag aag 2 59 



45 



50 



gaa aca gat cct agt gag gga ttg atg aat gtt 
Glu Thr Asp Pro Ser Glu Gly Leu Met Asn Val 
60 65 



75 



90 



80 



95 100 



gaeaaacegg c ac7atg%ac age aaa ggt caa tat cca aca cag 

gaeaaacegg y ^ ^ ^ ^ ^ Qln ^ prQ Thr Qln 

Z 1 5 10 

'5 ,ra acc tac cct gtg cag cct cct ggg aat cca gta tac cct cag acc 
6 Pro Thr Tyr Pro U Gin Pro Pro Gly Asn Pro Val Tyr Pro Gin Thr 

ttg cat ctt cct cag get cca ccc tat acc gat get cca cct gec tac 
Leu His Leu Pro Gin Ala Pro Pro Tyr Thr Asp Ala Pro Pro Ala Tyr 



307 



355 



404 



161 



209 



257 



305 



353 



30 35 40 

tea gag etc tat cgt ccg age ttt gtg cac cca ggg get gec aca gtc 
Ser 111 Leu Tyr Arg Pro Ser Phe Val His Pro Gly Ala Ala Thr Val 

45 50 55 

ccc acc atg tea gec gca ttt cct gga gee tct ctg tat ctt ccc atg 
Pro Thr Me? Ser Ala Ala Phe Pro Gly Ala Ser Leu Tyr Leu Pro Met 

60 65 70 

acc caa tct gtg get gtt ggg cct tta ggt tec aca ate ccc atg get 
Ala Gin Ser 52 La Val Si? Pro Leu Gly Ser Thr lie Pro Met Ala 
75 80 85 90 

tat tat cca gtc ggt ccc ate tat cca net ggc tec aca 
Tvr Tyr Pro Val Gly Pro lie Tyr Pro Xaa Gly Ser Thr 
95 100 

<210> 677 
<211> 446 



471 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 10. .444 



aacaaaacc atg gcg teg etc aaa tgt age ace gte gte tge gtg ate tge 51 
Met Ala Ser Leu Lys Cys Ser Thr Val Val Cys Val He Cys 
1 5 10 



90 



III Zl 1% £ sil sir 5; Hi, Pr» 5Iy T^p ser Ala A!, Ma Oln 

100 105 



aac caa ttt tt 
Asn Gin Phe 
145 

<210> 678 
<211> 619 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 326. .619 



99 



ttg gag aag ccc aaa tac cgc tgt cca gec tge cgc gtg ccc tac tge 
Leu Glu Lys Pro Lys Tyr Arg Cys Pro Ala Cys Arg Val Pro Tyr Cys 

tea gta gte tge ttc egg aag cac aaa gaa cag tge aac cct gaa act 147 
Ser ?al Sal C^s Phe Arg Lys His Lys Glu Gin Cys Asn Pro Glu Thr 

35 40 45 

cgt cct gtt gag aaa aaa ata aga tea get ctt cct ace aaa ace gta 
Arg Pro Val Glu Lys Lys lie Arg Ser Ala Leu Pro Thr Lys Thr Val 

50 55 
aaa cct gtg gaa aac aaa gat gat gat gac tct ata get gat ttt etc 
Lys Pro Sal Glu Asn Lys Asp Asp Asp Asp Ser He Ala Asp Phe Leu 

65 70 7 5 

aat aat qat gag gaa gaa gac aga gtt tct ttg cag aat tta aag aat 
Asn Ser Asp III Glu Glu Asp Arg Val Ser Leu Gin Asn Leu Lys Asn 



195 



243 



291 



80 85 TOO 

r tta gat gg a etc teg t= tgt cac cca gj» t g g agt jc. gcg gcg caa 



y tct egg etc act gca acc tct ccc tec cag att era gca att etc atg 387 
TU ser 2g Leu Thr Ala Thr Ser Pro Ser Gin lie Xaa Ala lie Leu Met 
£ y 115 120 125 

0 cct cag cet ccc gag cag ctg gga eta cag gmg cct ges act aeg ccc 
O Pro Gin Pro Pro Glu Gin Leu Gly Leu Gin Xaa Pro Ala Thr Thr Pro 
130 135 I" 



435 



446 



<400> 678 

gagggggagg ggaggtgttt 
gggtggacaa gggggggtta 
catgtgtgag ggaagagaga 



aggagaaagt aggggctgtg 
gcagctgggc tgcgaccgtt 
gagagagaag ggcgcctcag 



ggtgtcggga gccggctgac 
agggaggggc tcaaggtgtg 
aggtgacttt cagcctgcga 



472 



m 




accttcttcc cqqggcgcca taaacgcccc caatttccca gctgctaaag gaagaggaag 
attcaaccct a^Kaagat aaaggccagg ggcttgcctg ataatatatc ttccgtgttg 
aacaaactag tggtggtgaa actca atg gtg gtt tgg gaa cca gca tgg ggc 

Met Val Val Trp Glu Pro Ala Trp Gly 
1 5 
tgc aaa ggc cct aaa agt ctg att ggt gtg agg aat gag aat acc ttt 
Cys Lys Gly Pro Lys Ser Leu lie Gly Val Arg Asn Glu Asn Thr Phe 
10 15 20 25 

ctg gat ctg act gtt cag caa att gaa cat ttg aat aaa acc tac aat 
Leu Asp Leu Thr Val Gin Gin lie Glu His Leu Asn Lys Thr Tyr Asn 

30 35 40 

aca gat gtt cct ctt gtt tta atg aac tct ttt aac acg gat gaa gat 
Thr Lp Val Pro Leu Val Leu Met Asn Ser Phe Asn Thr Asp Glu Asp 

acc aaa aaa ata eta cag aag tac aat cat tgt cgt gtg aaa ate tac 
Thr Lys Lys lie Leu Gin Lys Tyr Asn His Cys Arg Val Lys He Tyr 
60 65 70 



b i3 <210> 679 



<211> 426 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 267. .425 



ataaaggctt ctcaggtggt gggcaagagt tgggcaaaaa aatcaaggta tttggtcccg 
gaacaaagct tatcattaca gataaacaac ttgatgeaga tgtttccccc aagcccacta 
tttttcttcc ttcaattget gaaacaaagc tccagaaggc tggaacatac ctttgtcttc 
ttgagaaatt tttccctgat gttattaaga tacattggca agaaaagaag agcaacacga 
ttctgggatc ccaggagggg aacacc atg aag act aac gac aca tac atg aaa 
yy Met Lys Thr Asn Asp Thr Tyr Met Lys 

1 5 
ttt age tgg tta acg gtg cca gaa aag tea ctg gac aaa gaa cac aga 
Phe Ser Trp Leu Thr Val Pro Glu Lys Ser Leu Asp Lys Glu His Arg 
10 15 20 25 

tgt ate gtc aga cat gag aat aat aaa aac gga gtt gat caa gaa att 
Cvs He Val Arg His Glu Asn Asn Lys Asn Gly Val Asp Gin Glu lie 

30 35 40 

ate ttt cct cca ata aag aca gat gtc ate aca atg g 
He Phe Pro Pro He Lys Thr Asp Val He Thr Met 
45 50 

<210> 680 
<211> 359 



240 
300 
352 



400 



448 



496 



544 



592 



act ttc aat caa age agg tac ccg agg att aat aaa gaa tct tta ctt 
~. Thr Phe Asn Gin Ser Arg Tyr Pro Arg He Asn Lys Glu Ser Leu Leu 
t 75 80 85 

cct gta gca aag gac gtg tct tac tea 
Pro Val Ala Lys Asp Val Ser Tyr Ser 
90 95 



60 
120 
180 
240 
293 



341 



389 



426 



473 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 159. .359 



catagctgat tgataaagat tcaaatctta agtggaaaat acagtttaaa aatgttaatt 60 

ggcatctttt tgcgtactag tgttttgggt aataactacc cagtggtgcc tgggttctat 120 

ttttaaagtc attggtagaa attcatcttt acttgaac atg gca gta aga ctt ttg 
ctcc 9 aa a Met jQa v&1 Arg Leu Leu 

1 5 
tgk tea etc ata aaa aaa tec aat cag agt get tat ctg agg tea cag 
Xaa Ser Leu lie Lys Lys Ser Asn Gin Ser Ala Tyr Leu Arg Ser Gin 

10 15 20 

age aga act tec tct aac age ttt cct cct gta tct cac eta gtt gta 
« Ser Arg Thr Ser Ser Asn Ser Phe Pro Pro Val Ser His Leu Val Val 
~"t 25 3° 35 

% gec ctt cat ctg tct ggg ttt tat tgc cgc ata eac tta tec age agt 
Ul Ala Leu His Leu Ser Gly Phe Tyr Cys Arg lie His Leu Ser Ser Ser 
!■* 40 45 50 

W ttt tea ttt ggc ttg aac tea aaa cag tec ccc gat get 
*B Phe Ser Phe Gly Leu Asn Ser Lys Gin Ser Pro Asp Ala 

60 65 



55 



3 <210> 681 

□ <211> 316 

ffs <212> DNA 

sfi <213> Homo sapiens 

% <220> 

y <221> CDS 

O <222> 61. .315 



176 



224 



272 



320 



359 



actgegaaga ttcaaaagct ccaaaaacct actgtagaca tcgaagaacc aatatataca 60 

atg ggc caa caa tec agt gtc cgc agg ctg aag agg age gtc ccc tgt 108 

Met Gly Gin Gin Ser Ser Val Arg Arg Leu Lys Arg Ser Val Pro Cys 

1 5 10 15 

gaa tec aac gag gec aac gag gec aat gag gee aac aag acg atg ccg 156 

Glu Ser Asn Glu Ala Asn Glu Ala Asn Glu Ala Asn Lys Thr Met Pro 

20 25 30 

gag acc cca act ggg gac tea gac ccg caa cct get cct aaa aaa atg 
Glu Thr Pro Thr Gly Asp Ser Asp Pro Gin Pro Ala Pro Lys Lys Met 

35 40 45 

aaa aca tct gag tec teg acc ata eta gtg gtt cgc tac agg agg aac 
Lvs Thr Ser Glu Ser Ser Thr lie Leu Val Val Arg Tyr Arg Arg Asn 

50 55 60 

gtg aaa aga aca tct cca gag gaa ctg gtg aat gac cac gee cga gag 
Val Lys Arg Thr Ser Pro Glu Glu Leu Val Asn Asp His Ala Arg Glu 
65 70 75 80 



204 



252 



300 



474 



?»3 




316 

aac aga ate aac ccc g 
Asn Arg He Asn Pro 
85 

<210> 682 
<211> 443 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 111. -443 



gcgagaglgc gagtsagcaa gcgagcagaa aagaggtgga gaggggggga ataagaaaga 
gagagaagga aaggagagaa ggcaggaaga aggcaaggga cgagacaacc atg ctg 



<400> 682 ^ „™„ a ^ aaaaa a a 60 

116 

Met Leu 

^ 1 
1 tqc tgt atg aga aga acc aaa cag gtt gaa aaa aat gat gac gac caa 
S Cys Cys Met Arg Arg Thr Lys Gin Val Glu Lys Asn Asp Asp Asp Gin 

y; ^ io is 

^ aaq att gaa caa gat ggt ate aaa cca gaa gat aaa get cat aag gec 
W lyt lie Olu Gin Lp Sly He Lys Pro Glu Asp Lys Ala His Lys Ala 
20 25 30 

gca acc aaa att cag get age ttc cgt gga cac ata aca agg aaa aag 



164 



212 



260 



aca aCC add ciu u uay ~ < „ T 

w Ala Thr Lys He oln Ala Ser Phe Arg oly His lie Thr Arg Lys Lys 
" etc ..a gga gag aag lag gat gat gtc caa get get gag get gaa get 308 



356 



404 



443 



Teu 5y 17u Lys £ Si S ™ <*» ^ ^ GlU Ala ^ 

55 60 65 

aat aag aag gat gaa gec cct gtt gec gat ggg gtg gag aag aag gga 
Asn lys Lys Asp Slu Ala Pro Val Ala Asp Gly Val Glu Lys Lys Gly 

gaa ggc acc let act gec gaa gca gee cca gec ant ggc tec aag cct 
Glu Gly Thr Thr Thr Ala Glu Ala Ala Pro Ala Xaa Gly Ser Lys Pro 

85 9° 95 

gat gag ccc ggm aaa gcr gga aaa wet cct tec gag gag 

Asp Glu Pro Gly Lys Ala Gly Lys Xaa Pro Ser Glu Glu 
100 105 110 

<210> 683 
<211> 480 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 194 . .478 



agaaaaatgg tttcctagga etttgeaaac ggatctgect aagtgttggt 9^aacttt 60 
gLgatctcg gctctggctt getttattta tttatttttt ggtttgtttt ctttggtctt 120 



475 



5 



Uj <210> 684 

%0 <211> 286 

ijj <212> DNA 

Jfi <213> Homo sapiens 



15 



20 



180 
229 



277 



325 



373 



ccctccttcc cccctcggcc aaaatgcagg gggcaggagt gttgacaatt ^"ggtgaa 
ctctcctaaa aaa atg gag gca gag aaa gac tct gga aga aga ttg cgc 
Met Glu Ala Glu Lys Asp Ser Gly Arg Arg Leu Arg 

1 5 10 

ccq att gac cgc cag cga tac gac gag aam gag gac ttg teg gac gtg 
Pro lie Asp Arg Gin Arg Tyr Asp Glu Xaa Glu Asp Leu Ser Asp Val 

gag gag ate gtc age gtc cgc ggc ttc age ctg gag gag aag ctt cgm 
111 Glu lie Val Ser Val Arg Gly Phe Ser Leu Glu Glu Lys Leu Arg 

30 35 40 

aqc cag ctg tac cag ggg gac ttc gtg cac gee atg gag ggc aaa gat 
Ser Gin Leu Tyr Gin Gly Asp Phe Val His Ala Met Glu Gly Lys Asp 

ttc aac tat gag tac gta cag aga gaa get etc agg gtt ccc ctg ata 421 
Pne Asn Tyr Glu Tyr Val Gin Arg Glu Ala Leu Arg Val Pro Leu lie 

65 70 75 

ttt cga gaa aag gat gga ctg gga att aag atg cct gac cct gat ttc 
III Arg Slu Lys Asp Gly Leu Gly He Lys Met Pro Asp Pro Asp Phe 

80 8 5 90 

aca gtc cga ga 
Thr Val Arg 
95 



469 



480 



<220> 
<221> CDS 
<222> 74 . .286 



agagtgeatt geggggeege ttcctttccg eteggctgtt "ectgegea Jjagcogcag 60 

qqccgtagga gec atg gcg ccc age egg aat ggc atg gtc ttg aag ccc 
ggccgtagga g 9 a^a ^ ^ ^ ^ Qly Mefc yal Leu Lys pro 

1 5 10 

cac ggt teg gta cca cac gaa ggt gcg cgc egg ccg egg ctt yag cct 
His Gly Ser Val Pro His Glu Gly Ala Arg Arg Pro Arg Leu Xaa Pro 

~ 2 5 



157 



205 



aaa aaa act caq ggt ggc egg cat tea caa gaa ggt ggc ccg gac cat 
fly fly III III fly flY Arg His Ser Gin Glu Gly Gly Pro Asp Hi. 

egg cat ttc tgt gga tec gag gag gcg gaa caa gtc cac gga gtc cct 253 
Arl His Phe Cys Gly Ser Glu Glu Ala Glu Gin Val His Gly Val Pro 
45 50 55 

gca ggc caa cgt gca gcg get gaa gga gta ccg 
Ala Gly Gin Arg Ala Ala Ala Glu Gly Val Pro 
65 70 



<210> 685 
<211> 435 
<212> DNA 



476 



<213> Homo sapiens 

<220> 
<221> CDS 
<222> 74 . .433 



agagtgcatt gcggggccgc ttcctttccg ctcggctgtt ttcctgcgca ^gccgcag 

qqccqtagga gcc atg gcg ccc age egg aat ggc atg gtc ttg aag ccc 
ggccgtagga g g g^a ^ ^ ^ ^ Qly Mefc Val Leu Lys Pro 

1 5 10 

cac ttc cac aag gac tgg cag egg cgc gtg gcc acg tgg ttc aac cag 
His Phe His Lys Lp Trp Gin Arg Arg Val Ala Thr Trp Phe Asn Gin 



20 25 



ccq gcc egg aag ate cgc aga cgt aag gcc egg caa gcc aag gcg cgc 
Pro Ala Arg Lys lie Arg Arg Arg Lys Ala Arg Gin Ala Lys Ala Arg 

30 35 40 

cgc ate get ccg ege ccc gcg teg ggt ccc ate egg ccc ate gtg cgc 
- Arg lie Ala Pro Arg Pro Ala Ser Gly Pro lie Arg Pro lie Val Arg 



- 45 50 
Ul toe ccc acg gtt egg tac cac acg aag gtg cgc gcc ggc cgc ggc ttc 
I* CyS Pro Thr Val Arg Tyr His Thr Lys Val Arg Ala Gly Arg Gly Phe 
I.I 65 70 75 

age ctg gag gag etc agg gtg gcc ggc att cac aag aag gtg gee egg 
Ser Leu Glu Glu Leu Arg Val Ala Gly He His Lys Lys Val Ala Arg 



80 85 90 



157 



205 



253 



301 



349 



435 



* acc ate gge att tet gtg gat eeg agg agg egg aac aag tee acg gag 397 

Thr lie Gly He Ser Val Asp Pro Arg Arg Arg Asn Lys Ser Thr Glu 
u 95 100 105 

tec ctg cag gcc aac gtg cag egg ctg aag gag tac eg 
Ser Leu Gin Ala Asn Val Gin Arg Leu Lys Glu Tyr 
110 H5 120 

<210> 686 
<211> 428 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 67. .426 



caaaaaagag taccaccttt eegctegget gtttteetgc gcaggagecg «gggccgt« 60 
ggagce atg gcg eee age egg aat ggc atg gtc ttg aag ccc cac ttc 108 

Met Ala Pro Ser Arg Asn Gly Met Val Leu Lys Pro Hxs Phe 

1 5 10 

cac aag gac tgg cag egg cgc gtg gcc acg tgg ttc aac cag ccg gcc 156 
S Lys III r% Gin Arg Arg Val Ala Thr Trp Phe Asn Gin Pro Ala 

egg aag ate cgc aga cgt aag gcc egg caa gcc aag gcg cgc cgc ate 204 
Arg Lys lie Arg Arg Arg Lys Ala Arg Gin Ala Lys Ala Arg Arg lie 



477 



35 40 45 

act ccg cgc ccc gcg teg ggt ccc ate egg ccc ate gtg cgc tgc ccc 252 

Ala Pro Arg Pro Ala Ser Gly Pro lie Arg Pro lie Val Arg Cys Pro 

50 55 60 

acg gtt egg tac cac acg aag gtg cgc gec ggc cgc ggc ttc age ctg 300 
Thr Val Arg Tyr His Thr Lys Val Arg Ala Gly Arg Gly Phe Ser Leu 

65 70 75 

gag gag etc agg gtg gec ggc att cac aag aag gtg gec egg ace ate 348 
Glu Glu Leu Arg Val Ala Gly lie His Lys Lys Val Ala Arg Thr lie 



80 85 



90 



ggc att tct gtg gat ccg agg agg egg aac aag tec acg gag tec ctg 396 
Gly He Ser Val Asp Pro Arg Arg Arg Asn Lys Ser Thr Glu Ser Leu 
95 100 105 HO 

cag gee aac gtg cag egg ctg aag gag tac eg 
Gin Ala Asn Val Gin Arg Leu Lys Glu Tyr 
115 120 



428 



<210> 687 
<211> 327 
<212> DNA 
<213> Homo sapiens 



<220> 
ly <221> CDS 
*H <222> 83. .325 



L gaggagtgtc gggcggagtt teeggctgag agtccttcta gcggcgccga ttattgaata 

u ataaaataca gttttgaaaa aa atg gat gaa gaa cct gaa aga act aag cga 
fll Met Asp Glu Glu Pro Glu Arg Thr Lys Arg 

m q io 



gaa 


gga 


ggc 


tat 


gaa aga 


aca 


tgg 


gag 


att 


Glu Gly Gly 


Tyr 


Glu Arg 


Thr 


Trp 


Glu 


He 








15 








20 




gga 


tea 


ctt 


aaa 


get aca 


ata 


gaa 


gac 


att 


Gly 


Ser 


Leu 


Lys 


Ala Thr 


lie 


Glu 


Asp 


He 




30 








35 






aaa 


aga 


gta 


ttt 


gag cac 


cat 


gga 


caa 


gtt 


Lys 


Arg 


Val 


Phe 


Glu His 


His 


Gly 


Gin 


Val 


45 








50 








cac 


ctt 


tat 


gtg gta gta gat 


gga 


tea 


aga 


His 


Leu 


Tyr 


Val 


Val Val 


Asp 


Gly 


Ser 


Arg 


60 








65 










tta 


aag 


cct 


aat 


aga ctg 


ac 








Leu 


Lys 


Pro 


Asn 


Arg Leu 











25 



40 



55 



70 



60 
112 



160 



208 



256 



304 



327 



75 80 

<210> 688 
<211> 403 
<212> DNA 
<213> Homo sapiens 

<220> 



478 



<221> CDS 
<222> 102. -401 



atataagcgt tggcggaggt cggttgtagc actctgcgcg cccgctcttc tgctgctgtt 
tgtctacttc ctcctgcttc cccgccgccg ccgccgccat c atg agg gaa ate gtg 

1 5 

r„r tta caa acc qqg cag tgc ggc aac caa ate ggc gec aag ttt tgg 
His "eu III HI Gin Cys Sly Asn Gin lie Gly Ala Lys Phe Trp 

10 15 20 

qa q gtg ate age gat gag cac ggc ate gac ccc acg ggc acc tac cac 
Slu Va! lie Ser Lp Olu His Gly lie Asp Pro Thr Gly Thr Tyr His 

25 30 35 

ggg gac age gac ctg cag ctg gaa cgc ate aac gtg tac tac aat gag 
111 L P Ser Lp Leu Gin Leu Glu Arg lie Asn Val Tyr Tyr Asn Glu 

40 45 50 

qcc acc ggc ggc aag tac gtg ccc cgc gee gtg etc gtg gat ctg gag 
Ala Thr G?y Sly Lys Tyr Val Pro Arg Ala Val Leu Val Asp Leu Glu 



55 



60 65 



164 



212 



260 



308 



356 



ccc ggc acc atg gac tec gtg cgc teg ggg ccc ttc ggg cag ate ttc 
Pro Gly Thr Met Asp Ser Val Arg Ser Gly Pro Phe Gly Gin lie Phe 
70 75 80 85 

egg ecg gac aac ttc gtt ttc ggt cag agt ggt get ggg aac aac tg 403 
Arg Pro Lp Asn Phe Val Phe Gly Gin Ser Gly Ala Gly Asn Asn 
90 95 100 

<210> 689 
<211> 383 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 190. .381 



c^ctcagccc gtcggttccc gagcgccttc ccggtgaccc cgcagtgggt gtgtgagggg 
aggaeggaca gacccagacg cegeeggace aggaggacge tgacgaggea ccatgcgtga 
gKcgtgcac ateeaggegg gecagrtgeg gcaaccagat eggegceaag ttttgggagg 
tcatcagtg atg age atg gga ttg acc cea ctg gca gtt ace atg gag aea 
Met Ser Met Gly Leu Thr Pro Leu Ala Val Thr Met Glu Thr 



1 5 10 



gqw aac aaa tat gtt lit egg gec aay cct cag tgg ate tgg aag cca 327 
99 - - — Pro Qin Trp He Trp Lys Pro 

35 40 45 



30 



60 
120 
180 
231 



atq att tgc age tgg aga gaa tea atg ttt tac tac aat gaa gec act 279 
tl lie Cys sir Trp Arg Glu Ser Met Phe Tyr Tyr Asn Glu Ala Thr 



qqw aac aaa cat ytL ^ n ~ _ 

Gly Asn Lys Tyr Val Pro Arg Ala Asn Pro Gin Trp lie Trp Lys 

35 40 45 

qqc acg atg gat yeg gtt mng tct gga cca ttc ggc crn mtc ttc aga 375 
Sly Thr Me? Lp La Val Xaa Ser Gly Pro Phe Gly Xaa Xaa Phe Arg 
50 55 60 



479 



y 




383 



cca aga ca 
Pro Arg 

<210> 690 
<211> 498 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 165. .497 



cct^ctccc tctcagaacc ttcctgccgt cgcgtttgca cctcgctgct ccagcctctg 60 
gggcgcattc caaccttcca gcctgcgacc tgcggagaaa aaaaattact tattttcttg 
ccccatacat accttgaggc gagcaaaaaa attaaatttt aacc atg agg gaa ate 



176 



1 



gtg cac ate cag get ggt cag tgt ggc aac cag ate ggt gee aag ttc 
Sal His lie Gin Ala Gly Gin Cys Gly Asn Gin lie Gly Ala Lys Phe 
yl c 10 15 

tag gag gtg ate agt gat gaa cat ggc ate gac ecc acc ggc acc tac 272 
Trp III Sal He Ser Lp Glu His Gly He Asp Pro Thr Gly Thr Tyr 



224 



ill 

ifi 25 



30 35 



cac ggg gac age gac ctg cag ctg gac cgc ate tct gtg tac tac aat 
Til III Asp Ser Asp Leu Gin Leu Asp Arg lie Ser Val Tyr Tyr Asn 

40 45 50 

aaa qcc aca ggt ggc aaa tat gtt cct cgt gee ate ctg gtg gat eta 
g" HI Thr Sly Gfy Lys Tyr Val Pro Arg Ala lie Leu Val Asp Leu 

55 60 65 

qaa cct ggg acc atg gac tct gtt cgc tea ggt cct ttt ggc cag ate 
Til Pro ITy Thr Me? Lp Ser Val Arg Ser Gly Pro Phe Gly Gin lie 



75 80 



ttt aga cca gac aac ttt gta ttt ggt cag tct ggg gca ggt aac aac 
Phe Kg Pro Lp Asn Phe Val Phe Gly Gin Ser Gly Ala Gly Asn Asn 



320 



368 



416 



464 



85 90 95 4 ^ 

tgg gec aaa ggc act aca cag agg gcg cga get g 
Tro Ala Lys Gly Thr Thr Gin Arg Ala Arg Ala 
105 HO 

<210> 691 
<211> 392 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 92. .391 



ggatgtgggg gccagccctc ggaaacggaa gtgageggcg gggtcgactg aeggtaaegg 60 
ggcagagagg etgttcgcag agetgeggaa g atg aat gee aga gga ett gga 112 



480 




Met Asn Ala Arg Gly Leu Gly 
1 5 
tct qag eta aag gac agt att cca gtt act gaa ctt tea gca agt gga 
Ser III Leu Lys Lp Ser lie Pro Val Thr Glu Leu Ser Ala Ser Gly 

10 15 20 

cct ttt gaa agt cat gat ctt ctt egg aaa ggt ttt tct tgt gtg aaa 
Pro Phe Glu Ser His Asp Leu Leu Arg Lys Gly Phe Ser Cys Val Lys 

25 30 35 

aat aaa ctt ttg cct agt cat ccc ctt gaa tta tea gaa aaa aat ttc 
Asn Glu Leu Leu Pro Ser His Pro Leu Glu Leu Ser Glu Lys Asn Phe 



40 45 



50 55 



cag etc aac caa gat aaa atg aat ttt tec aca ctg aga aac att cag 
Gin Leu Asn Gin Asp Lys Met Asn Phe Ser Thr Leu Arg Asn lie Gin 

60 65 70 

ggt eta ttt get ccg eta aaa tta cag atg gnw ttc aag gca gtg cag 
Gly Leu Phe Ala Pro Leu Lys Leu Gin Met Xaa Phe Lys Ala Val Gin 

75 80 85 

cag aca gga ctt ggc cct gca gag cat etc cca tgg gca g 
Gin Thr Gly Leu Gly Pro Ala Glu His Leu Pro Trp Ala 

95 100 



. 5^ 




90 








sH 
y i 


<210> 


692 




<211> 


679 




<212> 


DNA 




<213> 


Homo 


• 

•_ t\ 


<220> 






<221> 


CDS 


M 

rf ; 


<222> 


283 . 


53 1 


<400> 


692 



.678 



aagtcacatg agccaccaaa atggtggtgt tegggtatga ggctgggact aagccaaggg 
attcaggtgt ggtgccggtg ggaactgagg aagcgcccaa ggaaatgaaa cacgatttcc 
aaaaSaet HaLtHca tgagaaactg aggatagaga tgtcaataag cagecactgt 
ttccacctcc ccacctgaag agctaggagg acaactacaa agagectgae tgccttctcg 
gaatgaggag agaggaaaac agcaacagta teagttttca ag atg gca gca tct 



10 



25 



40 



55 



tct 


eta 


gaa 


gat 


gca 


aaa 


etc 


aga 


aga 


Ser 


Leu 


Glu 


Asp 


Ala 


Lys 


Leu 


Arg 


Arg 








15 










20 


gan 


aaa 


aat 


ttt 


gac 


tat 


ctt 


aga 


aaa 


Xaa 


Lys 


Asn 


Phe 


Asp 


Tyr 


Leu 


Arg 


Lys 




30 










35 




caa 


atg 


gcg 


aca 


ttt 


gga 


aca 


aca 


get 


Gin 


Met 


Ala 


Thr 


Phe 


Gly 


Thr 


Thr 


Ala 




45 










50 






aac 


ttc 


ctg 


ttc 


aga 


cgc 


tgc 


ttc 


aag 


Asn 


Phe 


Leu 


Phe 


Arg Arg 


Cys 


Phe 


Lys 


60 










65 








aca 


tat 


gca 


tea 


ttg 


get 


aca 


ctt 


cca 


Thr 


Tyr 


Ala 


Ser 


Leu 


Ala 


Thr 


Leu 


Pro 



160 



208 



256 



304 



352 



392 



60 
120 
180 
240 
294 



342 



390 



438 



486 



534 



70 



75 80 



481 




ttt 


ttg 


tct 


act 


gtt 


gtt act 


Phe 


Leu 


Ser 


Thr 


Val 


Val Thr 


85 










90 


tat 


tea gat 


aat 


ata 


age aag 


Tyr 


Ser 


Asp 


Asn 


He 


Ser Lys 










105 




att 


ggc 


ata 


gtt 


tgt 


ggw gtt 


He Gly 


He 


Val 


Cys 


Gly Val 








120 







95 100 
aac tgt gtt ttc aga age tea ctg 
Asn Cys Val Phe Arg Ser Ser Leu 

110 H5 
tat ccc agt tct ntg get ttt act 
Tyr Pro Ser Ser Xaa Ala Phe Thr 
125 130 



<210> 693 
<211> 406 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 115. .405 



<400> 693 _ . . . 

ctataagaga aagaacgtgg tatatagttt atgettttta aaaaacaaag cteaaattat 
aaactgaatt ccgatataaa tttacttgtg gttaaataaa tcttctacct aatt atg 
3 Met 

1 



Ser Phe He Leu He Asn Xaa Pro Val 
y 5 10 

% ttt gag aca ggg tct cac ttt gtc acc 
^ Phe Glu Thr Gly Ser His Phe Val Thr 

IU 20 25 



35 40 
tgc etc age etc ctg agt ggc tgg gat 
Cys Leu Ser Leu Leu Ser Gly Trp Asp 
50 55 
teg get aat ttt tgt att ttt agt gga 
Ser Ala Asn Phe Cys He Phe Ser Gl^ 
70 

sea gac tgg tct tea act cct ggc ttc 
Xaa Asp Trp Ser Ser Thr Pro Gly Ph€ 
85 90 

<210> 694 
<211> 279 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 123. .278 



ttt tta ttt 


tta 


ttt 


att 


tat 


Phe Leu Phe 


Leu 


Phe 


He 


Tyr 






15 






caa get gga 


ggg 


aag 


tgg 


cgt 


Gin Ala Gly Gly 


Lys 


Trp 


Arg 




30 








ccc ggg ttt 


agg 


cga 


tec 


tec 


Pro Gly Phe 


Arg 


Arg 


Ser 


Ser 


45 










tgc ggg ctt 


gcg 


cca 


cca 


cgc 


Cys Gly Leu 


Ala 


Pro 


Pro 


Arg 


60 








65 


gat ggg gtt 


teg 


ccg 


tgt 


tgg 


Asp Gly Val 


Ser 


Pro 


Cys 


Trp 


75 






80 




agg tgg tec 


amc 


etc 


etc 


ggc c 


Arg Trp Ser 


Xaa 


Leu 


Leu Gly 






95 







582 



630 



679 



60 
117 



165 



213 



261 



309 



357 



406 



482 



35 

gcg agg ata crc gcc 
Ala Arg lie Xaa Ala 
50 



45 



acagtagaaa caggaagtgg gaccaaaaca aaggagcggc ggccgggagc ggacttacct 60 
SSStct gcStcigcg cgcttctcag ccgggccgcc gacccaaagg agccgtccga 120 
at tct aac at? gag aaa cac ctg ttc aac ctg aag ttc gcg gcc 
Me? Ser Asn Met Glu Lys His Leu Phe Asn Leu Lys Phe Ala Ala 
1 5 10 15 

aaa aaa ctg agt agg agt gcc aaa aaa tgc gat aag gag gaa aag gcc 215 
Lys flu Leu Ser A^g Ser Ala Lys Lys Cys Asp Lys Glu Glu Lys Ala 

20 25 30 

gaa aag gcc aaa att aaa aag gcc att cag aag ggc aac atg gaa gtt 263 
Glu Lys Ala Lys lie Lys Lys Ala lie Gin Lys Gly Asn Met Glu Val 

40 



279 



<210> 695 
<211> 445 
£*l <212> DNA 

<213> Homo sapiens 

^ <220> 

N" <221> CDS 

W <222> 27 . .443 



actaacaggt ctgaaaattg aacaag atg gac ggg tec agg aaa gag gag gag 53 

Met Asp Gly Ser Arg Lys Glu Glu Glu 
1 5 
gaa gac age aca ttc acc aac att tct ctt gca gat gac ata grc cat 
Glu Asp Ser Thr Phe Thr Asn lie Ser Leu Ala Asp Asp lie Xaa His 

10 15 20 2 t 

tec tea aga att ttg tat cea agg ccc aaa agt ttg tta ccc aag atg 
Ser Ser Arg lie Leu Tyr Pro Arg Pro Lys Ser Leu Leu Pro Lys Met 

30 35 40 

atg aat get gac atg gat gca gtt gat kct gaa aat caa gtg gaa ctg 
Met Asn Ala Asp Met Asp Ala Val Asp Xaa Glu Asn Gin Val Glu Leu 

45 50 55 

gag gaa aaa aca aga ctt att aat caa gtg ttg gaa etc caa cac aca 
III Glu Lys Thr Arg Leu lie Asn Gin Val Leu Glu Leu Gin Has Thr 



101 



149 



197 



245 



293 



341 



60 65 70 

ctt gaa gat etc tct gca aga gta gat gca gtt aag gaa gaa aat ctg 
Leu Glu Asp Leu Ser Ala Arg Val Asp Ala Val Lys Glu Glu Asn Leu 

75 80 85 

aag eta aaa tea gaa aac caa gtt ctt gga caa tat ata gaa aat etc 
Lys Leu Lys Ser Glu Asn Gin Val Leu Gly Gin Tyr lie Glu Asn Leu 
90 95 100 1°5 

atg tea get tct agt gtt ttt caa aca act gac aca aaa age aaa aga 3 89 

Met Ser Ala Ser Ser Val Phe Gin Thr Thr Asp Thr Lys Ser Lys Arg 

110 H5 I 20 

agt aag gga ttg aca ccc ttc tgt ttt atg gaa ttg ctg ctg ate att 
Ser Lys Gly Leu Thr Pro Phe Cys Phe Met Glu Leu Leu Leu lie lie 
125 130 135 



437 



483 



445 

ttt tct tt 
Phe Ser 

<210> 696 
<211> 384 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 26 . .382 



<400> 696 

aaattgtttg gcagctttag caaat atg teg gca cag ttt cgt tct etc cat 

Met Ser Ala Gin Phe Arg Ser Leu His 
1 5 
cag tat get gec cag agg ate ate agt tta ttt tct ttg ctg tct aaa 
Gin Tyr Ala Ala Gin Arg He He Ser Leu Phe Ser Leu Leu Ser Lys 
10 15 20 25 

aaa cac aac aaa gtt ctg gaa caa gee aca mag tyc ttg ara ggt teg 
Lys His Asn Lys Val Leu Glu Gin Ala Thr Xaa Xaa Leu Xaa Gly Ser 

30 35 40 

ctg agt tct aat gat gtt cct eta cca gat tat gca caa gac eta aat 
Leu Ser Ser Asn Asp Val Pro Leu Pro Asp Tyr Ala Gin Asp Leu Asn 

45 50 55 

gtc att gaa gaa gtg att cga atg atg tta gag ate ate aac tec tgc 
Val He Glu Glu Val He Arg Met Met Leu Glu He He Asn Ser Cys 

60 65 70 

ctg aca aat tec ctt cac cac aac cca aac ttg gta tac gee ctg ctt 
Leu Thr Asn Ser Leu His His Asn Pro Asn Leu Val Tyr Ala Leu Leu 

75 80 85 

tac aaa cgc gat etc ttt gaa caa ttt cga act cat cct tea ttt cag 340 
Tyr Lys Arg Asp Leu Phe Glu Gin Phe Arg Thr His Pro Ser Phe Gin 
90 95 100 105 

gat ata atg caa aat att gat ctg gtg ate tec ttc ttt age tc 
Asp He Met Gin Asn He Asp Leu Val He Ser Phe Phe Ser 
110 H5 



52 



100 



148 



196 



244 



292 



384 



<210> 697 
<211> 366 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 30. .365 



<400> 697 

aaatcgtggc agccgcctcg gccgccgca 
gag gca tea tta gat gca ctg ctg 



atg cag aga gag gag aag cag ctt 
Met Gin Arg Glu Glu Lys Gin Leu 
1 5 
agt caa gtg get gat ctg aag aac 



484 



Glu Ala Ser Leu Asp Ala Leu Leu Ser Gin Val Ala Asp Leu Lys Asn 

10 15 20 

tct ctg ggg agt ttc att tgc aag ttg gar amc gag tat ggc egg ctg 
Ser Leu Gly Ser Phe lie Cys Lys Leu Glu Xaa Glu Tyr Gly Arg Leu 
25 30 35 40 

acc tgg cca tct gtc ctg gac age ttt gec ttg ctt tct gga cag ctg 
Thr Trp Pro Ser Val Leu Asp Ser Phe Ala Leu Leu Ser Gly Gin Leu 

45 50 55 

aac act ctg aac aag gtc ttg aag cat gaa aaa aca ccg ctg ttc cgt 
Asn Thr Leu Asn Lys Val Leu Lys His Glu Lys Thr Pro Leu Phe Arg 

60 65 70 

aac cag gtc ate att cct ctg gtg ttg tct cca gac cga gat gaa gat 
Asn Gin Val lie He Pro Leu Val Leu Ser Pro Asp Arg Asp Glu Asp 

75 80 85 

etc atg egg cag act gaa gga egg gtg cct gtt ttc age cat gag gta 
Leu Met Arg Gin Thr Glu Gly Arg Val Pro Val Phe Ser His Glu Val 

90 95 100 

gtc cct gac cat ctg aga acc aag c 
Val Pro Asp His Leu Arg Thr Lys 
105 HO 



<210> 698 



149 



197 



245 



293 



341 



366 



<211> 477 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 261. .476 



<400> 698 

ggctgtgctt tggctcttcg ggtaaagatg geggasgegg gtacagcttt tegctgacta 
cattcagccc gtctggtaaa cttgtccaga ttgaatatgc tttggctgct gtagctggag 
gagccccgtc cgtgggaatt aaagctgcaa atggtgtggt attagcaact gagaaaaaac 
agaaatccat tctgtatgat gagegaagtg tacacaaagt agaaccaatt accaagcata 
taggtttggt gtacagtggc atg ggc ccc gat tac aga gtg ctt gtg cac aga 2 93 

Met Gly Pro Asp Tyr Arg Val Leu Val His Arg 
15 10 
get cga aaa eta get caa caa tac tat ctt gtg tac caa gaa ccc att 
Ala Arg Lys Leu Ala Gin Gin Tyr Tyr Leu Val Tyr Gin Glu Pro He 

15 20 25 

cct aca get cag ctg gta cag aga gta get tct gtg atg caa gaa tat 
Pro Thr Ala Gin Leu Val Gin Arg Val Ala Ser Val Met Gin Glu Tyr 

30 35 40 

act cag tea ggt ggt gtt cgt cca ttt gga gtt tct tta ctt att tgt 
Thr Gin Ser Gly Gly Val Arg Pro Phe Gly Val Ser Leu Leu He Cys 

45 50 55 

ggt tgg aat gag gga cga cca tat tta ttt cag tea gat c 
Gly Trp Asn Glu Gly Arg Pro Tyr Leu Phe Gin Ser Asp 
60 65 70 

<210> 699 
<211> 789 



60 
120 
180 
240 



341 



389 



437 



477 



485 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 578. .787 



<400> 699 

aactatggcg gttggaggaa cggcagtgat cacacgtcgg ctgctgggaa gatctggatt 
ctcgtttcag gtcaccatca gaaaagctaa gtttgctgta tagtgaggat caggagatct 
gatcctgatt gcagaacctt ccctgattac agaatcttgg atacctgcct ttctttctag 
gttgtatctc ccacttcacc cttctagacc atcccagaag atctataaga tttcatctgg 
gaaatcacta ggagttcttg gaagggaaag aaggaagatt gttggttgga ataaaaacag 
ggttggagga acggcagtga tcacacgtcg gctgctggga agatctggat tctcgtttca 
ggtcaccatc agaaaagcta agtttgctgt atagtgagga tcaggagatc tgatcctgat 
tgcagaacct tccctgatta cagaatcttg ggttgtatct cccacttcac ccttctagac 
catcccagaa gatctataag atttcatctg ggaaatcact aggagttctt ggaagggaaa 
gaaggaagat tgttggttgg aataaaaaca gggttga atg agt tec aga aag cag 
a ^ Met Ser Ser Arg Lys Gin 

1 5 
qqt tct caa cct cgt gga cag caa tct gca gaa gaa gag aac ttc aaa 
Gly Ser Gin Pro Arg Gly Gin Gin Ser Ala Glu Glu Glu Asn Phe Lys 

10 15 20 

aaa cca act aga age aac atg cag aga agt aaa atg aga ggg gec tec 
Lys Pro Thr Arg Ser Asn Met Gin Arg Ser Lys Met Arg Gly Ala Ser 

25 30 35 

tea gga aag aag aca get ggt cca cag cag aaa aat ctt gaa cca get 
Ser Gly Lys Lys Thr Ala Gly Pro Gin Gin Lys Asn Leu Glu Pro Ala 

40 45 50 

etc cca gga aga tgg ggt ggt cgc tct gca gag aac ccc cct tea gga 
Leu Pro Gly Arg Trp Gly Gly Arg Ser Ala Glu Asn Pro Pro Ser Gly 
55 60 65 70 



tc 

<210> 700 
<211> 549 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 338 . .547 



60 
120 
180 
240 
300 
360 
420 
480 
540 
595 



643 



691 



739 



787 



789 



<400> 700 u t ,, , n 

aactatggcg gttggaggaa cggcagtgat cacacgtcgg ctgctgggaa gatctggatt 60 

ctcgtttcag gtcaccatca gaaaagctaa gtttgctgta tagtgaggat caggagatct 120 

gatcctgatt gcagaacctt ccctgattac agaatcttgg atgatttcac aaaagttcat 180 

ettcattgea gatacctgcc tttctttcta ggttgtatct cccacttcac ccttctagac 240 

catcccagaa gatctataag atttcatctg ggaaatcact aggagttctt ggaagggaaa 300 
qaaqqaagat tgttggttgg aataaaaaca gggttga atg agt tec aga aag cag 
3 ^ Met Ser Ser Arg Lys Gin 

1 5 



355 



486 



* « 



Cjgt CCU Caa 


oft* 


cat" 


aaa cao 


caa 


tct 


gca 


gaa 


(aiy ber oin 




mj - y 


Gly Gin 


Gin 


Ser 


Ala 


Glu 


10 








15 






aaa cca act 


aga 


age 


aac atg 


cag 


aga 


agt 


aaa 


Lys Pro Thr 


Arg 


Ser 


Asn Met 


Gin 


Arg 


Ser 


Lys 


25 








30 








tea gga aag 


aag 


aca 


get ggt 


cca 


cag 


cag 


aaa 


Ser Gly Lys 


Lys 


Thr 


Ala Gly 


Pro 


Gin 


Gin 


Lys 


40 






45 










etc cca gga 


aga 


tgg 


ggt ggt 


cgc 


tct 


gca 


gag 


Leu Pro Gly Arg Trp 


Gly Gly Arg 


Ser 


Ala 


Glu 


55 






60 








65 


tc 
















<210> 701 
















<211> 598 
















<212> DNA 
















<213> Homo 


sapiens 












<220> 
















<221> CDS 
















<222> 387. . 


596 















20 



35 



50 



70 



403 



451 



499 



547 



549 



%J <400> 701 

%B aactatggcg gttggaggaa eggcagtgat cacacgtcgg ctgctgggaa gatctggatt 
J1 ctcgtttcag gtcaccatca gaaaagctaa gtttgctgta tagtgaggat caggagatct 
gatcctgatt gcagaacctt ccctgattac agaatcttgg gattgttgag aggattacat 
« gtaaagtacc aggacagtgc atggcacata tgatttcaca aaagttcatc ttcattgcag 
21 atacctgcct ttctttctag gttgtatctc ccacttcacc cttctagacc atcccagaag 
lM atctataaga tttcatctgg gaaatcacta ggagttcttg gaagggaaag aaggaagatt 360 
S H gttggttgga ataaaaacag ggttga atg agt tec aga aag cag ggt tct caa 413 

Met Ser Ser Arg Lys Gin Gly Ser Gin 

6 1 5 

O cct cgt gga cag caa tct gca gaa gaa gag aac ttc aaa aaa cca act 

Pro Arq Gly Gin Gin Ser Ala Glu Glu Glu Asn Phe Lys Lys Pro Thr 
10 15 20 25 

aga age aac atg cag aga agt aaa atg aga ggg gee tec tea gga aag 

Arg Ser Asn Met Gin Arg Ser Lys Met Arg Gly Ala Ser Ser Gly Lys 

30 35 40 

aag aca get ggt cca cag cag aaa aat ctt gaa cca get etc cca gga 

Lys Thr Ala Gly Pro Gin Gin Lys Asn Leu Glu Pro Ala Leu Pro Gly 

45 50 55 

aga tgg ggt ggt cgc tct gca gag aac ccc cct tea gga tc 
Arq Trp Gly Gly Arg Ser Ala Glu Asn Pro Pro Ser Gly 

60 65 70 

<210> 702 
<211> 869 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 



60 
120 
180 
240 
300 



461 



509 



557 



598 



487 



<222> 658. .867 



<400> 702 

aactatggcg gttggaggaa cggcagtgat cacacgtcgg ctgctgggaa gatctggatt 60 
ctcgtttcag gtcaccatca gaaaagctaa gtttgctgta tagtgaggat caggagatct 120 
gatcctgatt gcagaacctt ccctgattac agaatcttgg gattgttgag aggattacat 180 
gtaaagtacc aggacagtgc atggcacata tgatttcaca aaagttcatc ttcattgcag 24 0 
atacctgcct ttctttctag gttgtatctc ccacttcacc cttctagacc atcccagaag 300 
atctataaga tttcatctgg gaaatcacta ggagttcttg gaagggaaag aaggaagatt 360 
gttggttgga ataaaaacag ggttggagga acggcagtga tcacacgtcg gctgctggga 420 
agatctggat tctcgtttca ggtcaccatc agaaaagcta agtttgctgt atagtgagga 480 
tcaggagatc tgatcctgat tgcagaacct tccctgatta cagaatcttg ggttgtatct 540 
cccacttcac ccttctagac catcccagaa gatctataag atttcatctg ggaaatcact 600 
aggagttctt ggaagggaaa gaaggaagat tgttggttgg aataaaaaca gggttga 657 
atg agt tec aga aag cag ggt tct caa cct cgt gga cag caa tct gca 705 
Met Ser Ser Arg Lys Gin Gly Ser Gin Pro Arg Gly Gin Gin Ser Ala 
15 10 15 

« gaa gaa gag aac ttc aaa aaa cca act aga age aac atg cag aga agt 753 
Glu Glu Glu Asn Phe Lys Lys Pro Thr Arg Ser Asn Met Gin Arg Ser 

'"ft 20 25 30 

H 1 aaa atg aga ggg gec tec tea gga aag aag aca get ggt cca cag cag 801 
^ Lys Met Arg Gly Ala Ser Ser Gly Lys Lys Thr Ala Gly Pro Gin Gin 
UJ 35 40 45 

*S aaa aat ctt gaa cca get etc cca gga aga tgg ggt ggt cgc tct gca 849 
d3 Lys Asn Leu Glu Pro Ala Leu Pro Gly Arg Trp Gly Gly Arg Ser Ala 
vj] 50 55 60 

3 gag aac ccc cct tea gga tc 

Glu Asn Pro Pro Ser Gly 

*J <210> 703 

+■ <211> 396 

O <212> DNA 

O <213> Homo sapiens 

<220> 
<221> CDS 
<222> 185. .394 



869 



<400> 703 

aactatggcg gttggaggaa cggcagtgat cacacgtcgg ctgctgggaa gatctggatt 60 
ctcgtttcag gtcaccatca gaaaagctaa gtttgctgta tagtgaggat caggagatct 12 0 
gatcctgatt gcagaacctt ccctgattac agaatcttgg tggttggaat aaaaacaggg 180 
ttga atg agt tec aga aag cag ggt tct caa cct cgt gga cag caa tct 229 
Met Ser Ser Arg Lys Gin Gly Ser Gin Pro Arg Gly Gin Gin Ser 
15 10 15 

gca gaa gaa gag aac ttc aaa aaa cca act aga age aac atg cag aga 277 
Ala Glu Glu Glu Asn Phe Lys Lys Pro Thr Arg Ser Asn Met Gin Arg 

20 25 30 

agt aaa atg aga ggg gee tec tea gga aag aag aca get ggt cca cag 325 
Ser Lys Met Arg Gly Ala Ser Ser Gly Lys Lys Thr Ala Gly Pro Gin 
35 40 45 



488 



cag aaa aat ctt gaa cca get etc cca gga aga tgg ggt ggt cgc tct 
Gin Lys Asn Leu Glu Pro Ala Leu Pro Gly Arg Trp Gly Gly Arg Ser 

50 55 60 

gca gag aac ccc cct tea gga tc 
Ala Glu Asn Pro Pro Ser Gly 
65 70 

<210> 704 
<211> 407 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 55 . .405 



<400> 704 

m atctttcctt ggtgccaacc atgectgeat atcagggcag cattctatga tccc atg 

Met 

S i 

y ^ get etc aca teg aca gac cac aac act aag cca aca atg ata egg cgt 
Ala Leu Thr Ser Thr Asp His Asn Thr Lys Pro Thr Met He Arg Arg 
Ul 5 10 15 

*0 cca cca gca gtt gtt tgc tac att tgt ggt cgt gaa tat gga aca aaa 
*S Pro Pro Ala Val Val Cys Tyr He Cys Gly Arg Glu Tyr Gly Thr Lys 
*Q 20 25 30 

tct att age att cat gag cca caa tgt ctg aaa aaa tgg cat aat gaa 
h Ser He Ser He His Glu Pro Gin Cys Leu Lys Lys Trp His Asn Glu 
Si 35 40 45 

aac aac ttg ttg cct aaa gag tta agg aga cca gta cct aaa aaa cca 
^ Asn Asn Leu Leu Pro Lys Glu Leu Arg Arg Pro Val Pro Lys Lys Pro 
+ 50 55 60 65 

U gaa gtc agg acc att act gec aaa ggc ttc tat gat ctt gat get tta 297 
O Glu Val Arg Thr He Thr Ala Lys Gly Phe Tyr Asp Leu Asp Ala Leu 

70 75 80 

aat gaa get get tgg aca agt gec cac age cag ttg gtt ccc tgt aat 34 5 

Asn Glu Ala Ala Trp Thr Ser Ala His Ser Gin Leu Val Pro Cys Asn 

85 90 95 

gtt tgt ggg cgt acc ttc ctg cca gac aga ctg att gtt cac caa caa 393 
Val Cys Gly Arg Thr Phe Leu Pro Asp Arg Leu He Val His Gin Gin 

_ „ — 1 1 n 



100 

tct tgt aaa ccc aa 
Ser Cys Lys Pro 
115 

<210> 705 
<211> 332 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 60. .332 



105 HO 



57 



105 



153 



201 



249 



407 



489 



59 
107 



155 



203 



299 



332 



<400> 705 

acctcagttc tcgggcgtac ggcgcggcct gtcctactgc tgccgkcgcc gcggccgtc 
atg ggg ttc ctg aaa ctg att gag att gag aac ttt aag teg tac aag 
Met Gly Phe Leu Lys Leu He Glu He Glu Asn Phe Lys Ser Tyr Lys 
x 5 10 15 

ggt cga cag att ate gga cca ttt cag agg ttc acc gec ate att gga 
Gly Arg Gin He He Gly Pro Phe Gin Arg Phe Thr Ala He He Gly 

20 25 30 

ccc aat ggc tct ggt aag tea aat etc atg gat gee ate age ttt gtg 
Pro Asn Gly Ser Gly Lys Ser Asn Leu Met Asp Ala He Ser Phe Val 

35 40 45 

eta ggt gaa aaa acc age aac ctg egg gta aag acc ctg egg gac ctg 2 51 

Leu Gly Glu Lys Thr Ser Asn Leu Arg Val Lys Thr Leu Arg Asp Leu 

50 55 60 

ate cat gga get cct gtg ggc aag cca get gec aac egg gee ttt gtc 
He His Gly Ala Pro Val Gly Lys Pro Ala Ala Asn Arg Ala Phe Val 

Q 65 70 75 80 

% age atg gtc tac tct gag gag ggt get gag gac 

'ft Ser Met Val Tyr Ser Glu Glu Gly Ala Glu Asp 

f} 85 90 

JSCS 

W <210> 706 

'J3 <211> 204 

J3 <212> DNA 

%0 <213> Homo sapiens 

H <220> 
?y <221> CDS 
^1 <222> 29. .202 



<400> 706 

accttaattc tctttcccat ettgeaag atg gcg ggt gaa aaa gtt gag aag 52 

Met Ala Gly Glu Lys Val Glu Lys 
1 5 

cca gat act aaa gag aag aaa ccc gaa gee aag aag gtt gat get ggt 100 
Pro Asp Thr Lys Glu Lys Lys Pro Glu Ala Lys Lys Val Asp Ala Gly 

10 15 20 

ggc aag gtg aaa aag ggt aac etc aaa get aaa aag ccc aag aag ggg 14 8 

Gly Lys Val Lys Lys Gly Asn Leu Lys Ala Lys Lys Pro Lys Lys Gly 
25 30 35 40 

aag ccc ctt rcc ttc atg gac gac tea gwg gtg gag teg acc gee age 
Lys Pro Leu Xaa Phe Met Asp Asp Ser Xaa Val Glu Ser Thr Ala Ser 
45 50 55 

ate ttg gc 
He Leu 



196 



204 



<210> 707 
<211> 318 
<212> DNA 
<213> Homo sapiens 



490 



<220> 
<221> CDS 
<222> 29. .316 



100 



148 



<400> 707 

accttaattc tctttcccat cttgcaag atg gcg ggt gaa aaa gtt gag aag 52 

Met Ala Gly Glu Lys Val Glu Lys 
1 5 
cca gat act aaa gag aag aaa ccc gaa gcc aag aag gtt gat get ggt 
Pro Asp Thr Lys Glu Lys Lys Pro Glu Ala Lys Lys Val Asp Ala Gly 

10 15 20 

ggc aag gtg aaa aag ggt aac etc aaa get aaa aag ccc aag aag ggg 
Gly Lys Val Lys Lys Gly Asn Leu Lys Ala Lys Lys Pro Lys Lys Gly 
25 30 35 40 

aag ccc cat tgc age cgc aac cct gtc ctt gtc aga gga att ggc agg 196 
Lys Pro His Cys Ser Arg Asn Pro Val Leu Val Arg Gly lie Gly Arg 
45 50 55 

f*l tat tec cga tct gcc atg tat tec aga aag gcc atg aaa gag aaa gac 244 
'% Tyr Ser Arg Ser Ala Met Tyr Ser Arg Lys Ala Met Lys Glu Lys Asp 
fi 60 65 70 

Y* a 99 9 aa aa 9 9 a 9 a 9 a 9 a 9 a 99 9 ra aa 9 9 ra c 9t gaa aaa gaa aag gya 2 92 

Arg Glu Lys Glu Arg Glu Arg Xaa Lys Xaa Arg Glu Lys Glu Lys Xaa 
U 75 80 85 

egg ggt aaa aac mma grc egg gac aa 
Arg Gly Lys Asn Xaa Xaa Arg Asp 
90 95 

<210> 708 
<211> 316 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 29. .316 



318 



<400> 708 

accttaattc tctttcccat cttgcaag atg gcg ggt gaa aaa gtt gag aag 52 

Met Ala Gly Glu Lys Val Glu Lys 
1 5 

cca gat act aaa gag aag aaa ccc gaa gcc aag aag gtt gat get ggt 100 
Pro Asp Thr Lys Glu Lys Lys Pro Glu Ala Lys Lys Val Asp Ala Gly 

10 15 20 

ggc aag gtg aaa aag ggt aac etc aaa get aaa aag ccc aag aag ggg 14 8 

Gly Lys Val Lys Lys Gly Asn Leu Lys Ala Lys Lys Pro Lys Lys Gly 
25 30 35 40 

aag ccc cat tgc age cgc aac cct gtc ctt gtc aga gga att ggc agg 196 
Lys Pro His Cys Ser Arg Asn Pro Val Leu Val Arg Gly He Gly Arg 

45 50 55 

tat tec cga tct gcc atg tat tec aga aag gcc atg tac aag agg aag 244 
Tyr Ser Arg Ser Ala Met Tyr Ser Arg Lys Ala Met Tyr Lys Arg Lys 
60 65 70 



491 



cag etc ctg aag cca aga wwc aga aag tgg aag gca cag aac cga eta 
Gin Leu Leu Lys Pro Arg Xaa Arg Lys Trp Lys Ala Gin Asn Arg Leu 

75 80 85 

egg ctt tea ate tct ttg ttg gaa 
Arg Leu Ser lie Ser Leu Leu Glu 
90 95 



<210> 709 
<211> 398 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 223 . . 396 



<400> 709 

gtcctgggtt ccagaggatg acactgagcc tgtcgcagcc acgttggggt tccgcactga 
agecaaaagg tttcgegtet cccagcgtcc ccgaccggaa gtcgcctctt ggtctttgcg 
atctttttct ctggctcaat ttgggctgat tccgtttgtg tccgcaattc ctaaatcgag 
tttcttgaaa agagacactg gtcttaaggg ttaagacgaa ag atg gcg ggt gaa 

Met Ala Gly Glu 

1 

aaa gtt gag aag cca gat act aaa gag aag aaa ccc gaa gec aag aag 
Lys Val Glu Lys Pro Asp Thr Lys Glu Lys Lys Pro Glu Ala Lys Lys 
5 10 15 20 

gtt gat get ggt ggc aag gtg aaa aag ggt aac etc aaa get aaa aag 
Val Asp Ala Gly Gly Lys Val Lys Lys Gly Asn Leu Lys Ala Lys Lys 

25 30 35 

ccc aag aag ggg aag ccc ctt rcc ttc atg gac gac tea gwg gtg gag 
Pro Lys Lys Gly Lys Pro Leu Xaa Phe Met Asp Asp Ser Xaa Val Glu 

40 45 50 

teg ace gee age ate ttg gc 
Ser Thr Ala Ser lie Leu 
55 



60 
120 
180 
234 



282 



330 



378 



398 



<210> 710 
<211> 362 
<212> DNA 
<213> Homo sapiens 



<220> 
<221> CDS 
<222> 187. .360 



<400> 710 

atettgeaag gtaagaatcg cgggcctgtc tgeaagaett gagttcagga ctcccaatcc 
ttcgccatcc gaacctggag ggcatccagt cgacacctac aggggteggn catgtccaar 
gctaactgag aggccttcca gaegcttcat ttttgttgtt tgggtttgcg gcagggcaca 
aagagg atg gcg ggt gaa aaa gtt gag aag cca gat act aaa gag aag 

Met Ala Gly Glu Lys Val Glu Lys Pro Asp Thr Lys Glu Lys 

15 10 



492 



. 3» 



yy 



aaa ccc gaa gcc aag aag gtt gat get ggt ggc aag gtg aaa aag ggt 
Lvs Pro Glu Ala Lys Lys Val Asp Ala Gly Gly Lys Val Lys Lys Gly 
15 20 25 30 

aac etc aaa get aaa aag ccc aag aag ggg aag ccc ctt rcc ttc atg 
Asn Leu Lys Ala Lys Lys Pro Lys Lys Gly Lys Pro Leu Xaa Phe Met 

35 40 45 

gac gac tea gwg gtg gag teg acc gcc age ate ttg gc 
Asp Asp Ser Xaa Val Glu Ser Thr Ala Ser He Leu 
50 55 

<210> 711 
<211> 512 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 223 . .510 



<400> 711 

gtcctgggtt ccagaggatg acactgagcc tgtcgcagcc acgttggggt tccgcactga 
agecaaaagg tttcgegtet cccagcgtcc ccgaccggaa gtcgcctctt ggtctttgcg 
atctttttct ctggctcaat ttgggctgat tccgtttgtg tccgcaattc ctaaatcgag 
tttcttgaaa agagacactg gtcttaaggg ttaagacgaa ag atg gcg ggt gaa 
,n Met Ala Gly Glu 

1 

? aaa gtt gag aag cca gat act aaa gag aag aaa ccc gaa gcc aag aag 
h Lvs Val Glu Lys Pro Asp Thr Lys Glu Lys Lys Pro Glu Ala Lys Lys 
W 5 10 15 20 

gtt gat get ggt ggc aag gtg aaa aag ggt aac etc aaa get aaa aag 
H val Asp Ala Gly Gly Lys Val Lys Lys Gly Asn Leu Lys Ala Lys Lys 
f 25 30 35 

3 ccc aag aag ggg aag ccc cat tgc age cgc aac cct gtc ctt gtc aga 
□ Pro Lys Lys Gly Lys Pro His Cys Ser Arg Asn Pro Val Leu Val Arg 
40 45 50 

gga att ggc agg tat tec cga tct gcc atg tat tec aga aag gcc atg 
Gly He Gly Arg Tyr Ser Arg Ser Ala Met Tyr Ser Arg Lys Ala Met 

55 60 65 

aaa gag aaa gac agg gaa aag gag aga gag agg gra aag gra cgt gaa 
Lys Glu Lys Asp Arg Glu Lys Glu Arg Glu Arg Xaa Lys Xaa Arg Glu 

70 75 80 

aaa gaa aag gya egg ggt aaa aac mma grc egg gac aa 
Lys Glu Lys Xaa Arg Gly Lys Asn Xaa Xaa Arg Asp 
85 90 95 

<210> 712 
<211> 510 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 223. .510 



276 



324 



362 



60 
120 
180 
234 



282 



330 



378 



426 



474 



512 



493 



. 9h 



<400> 712 

gtcctgggtt ccagaggatg acactgagcc tgtcgcagcc acgttggggt tccgcactga 
agccaaaagg tttcgcgtct cccagcgtcc ccgaccggaa gtcgcctctt ggtctttgcg 
atctttttct ctggctcaat ttgggctgat tccgtttgtg tccgcaattc ctaaatcgag 
tttcttqaaa agagacactg gtcttaaggg ttaagacgaa ag atg gcg ggt gaa 

Met Ala Gly Glu 



85 

<210> 713 
<211> 891 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 223. .891 



<400> 713 

gtcctgggtt ccagaggatg acactgagcc tgtcgcagcc acgttggggt tccgcactga 
agccaaaagg tttcgcgtct cccagcgtcc ccgaccggaa gtcgcctctt ggtctttgcg 
atctttttct ctggctcaat ttgggctgat tccgtttgtg tccgcaattc ctaaatcgag 
tttcttgaaa agagacactg gtcttaaggg ttaagacgaa ag atg gcg ggt gaa 

Met Ala Gly Glu 

1 

aaa gtt gag aag cca gat act aaa gag aag aaa ccc gaa gcc aag aag 
Lys Val Glu Lys Pro Asp Thr Lys Glu Lys Lys Pro Glu Ala Lys Lys 
5 10 15 20 

gtt gat get ggt ggc aag gtg aaa aag ggt aac etc aaa get aaa aag 
Val Asp Ala Gly Gly Lys Val Lys Lys Gly Asn Leu Lys Ala Lys Lys 

25 30 35 

ccc aag aag ggg aag ccc cat tgc age cgc aac cct gtc ctt gtc aga 
Pro Lys Lys Gly Lys Pro His Cys Ser Arg Asn Pro Val Leu Val Arg 
40 45 50 



60 
120 
180 
234 



1 

aaa gtt gag aag cca gat act aaa gag aag aaa ccc gaa gcc aag aag 
Lys Val Glu Lys Pro Asp Thr Lys Glu Lys Lys Pro Glu Ala Lys Lys 
5 10 15 20 

gtt gat get ggt ggc aag gtg aaa aag ggt aac etc aaa get aaa aag 
Val Asp Ala Gly Gly Lys Val Lys Lys Gly Asn Leu Lys Ala Lys Lys 

25 30 35 

ccc aag aag ggg aag ccc cat tgc age cgc aac cct gtc ctt gtc aga 
Pro Lys Lys Gly Lys Pro His Cys Ser Arg Asn Pro Val Leu Val Arg 

40 45 50 

gga att ggc agg tat tec cga tct gcc atg tat tec aga aag gcc atg 
Gly He Gly Arg Tyr Ser Arg Ser Ala Met Tyr Ser Arg Lys Ala Met 
* 55 60 65 

m tac aag agg aag cag etc ctg aag cca aga wwc aga aag tgg aag gca 474 
^ Tyr Lys Arg Lys Gin Leu Leu Lys Pro Arg Xaa Arg Lys Trp Lys Ala 
U 70 75 80 

^ cag aac cga eta egg ctt tea ate tct ttg ttg gaa 
*JB Gin Asn Arg Leu Arg Leu Ser He Ser Leu Leu Glu 

90 95 



282 



330 



378 



426 



510 



60 
120 
180 
234 



282 



330 



378 



494 



gga att ggc agg tat tec cga tct gec atg tat tec aga aag gee atg 426 
Gly He Gly Arg Tyr Ser Arg Ser Ala Met Tyr Ser Arg Lys Ala Met 

55 60 65 

tac aag agg aag tac tea gec get aaa tec aag gtt gaa aag aaa aag 
Tyr Lys Arg Lys Tyr Ser Ala Ala Lys Ser Lys Val Glu Lys Lys Lys 

70 75 80 

aag gag aag gtt etc gca act gtt aca aaa cca gtt ggt ggt gac aag 
Lvs Glu Lys Val Leu Ala Thr Val Thr Lys Pro Val Gly Gly Asp Lys 
85 90 95 100 

aac ggc ggt acc egg gtg gtt aaa ctt cgc aaa atg cct aga tat tat 
Asn Gly Gly Thr Arg Val Val Lys Leu Arg Lys Met Pro Arg Tyr Tyr 

105 HO 115 

cct act gaa gat gtg cct cga aag ctg ttg age cac ggc aaa aaa ccc 
Pro Thr Glu Asp Val Pro Arg Lys Leu Leu Ser His Gly Lys Lys Pro 

120 125 130 

ttc agt cag cac gtg aga aaa ctg cga gec age att acc ccc ggg acc 
Phe Ser Gin His Val Arg Lys Leu Arg Ala Ser He Thr Pro Gly Thr 

135 140 145 

att ctg ate ate etc act gga cgc cac agg ggc aag agg gtg gtt ttc 
He Leu He He Leu Thr Gly Arg His Arg Gly Lys Arg Val Val Phe 

150 155 160 

ctg aag cag ctg get agt ggc tta tta ctt gtg act gga cct ctg gtc 
Leu Lys Gin Leu Ala Ser Gly Leu Leu Leu Val Thr Gly Pro Leu Val 
165 170 175 180 

etc aat cga gtt cct eta cga aga aca cac cag aaa ttt gtc att gee 
Leu Asn Arg Val Pro Leu Arg Arg Thr His Gin Lys Phe Val He Ala 

185 190 195 

act tea acc aaa ate gat ate age aat gta aaa ate cca aaa cat ctt 
Thr Ser Thr Lys He Asp He Ser Asn Val Lys He Pro Lys His Leu 

200 205 210 

act gat get tac ttc aag aag aag aag ctg egg 
Thr Asp Ala Tyr Phe Lys Lys Lys Lys Leu Arg 
215 220 

<210> 714 
<211> 476 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 187. .474 



474 



522 



570 



618 



666 



714 



762 



810 



858 



891 



<400> 714 

atettgeaag gtaagaatcg cgggcctgtc tgeaagaett gagttcagga ctcccaatcc 
ttcgccatcc gaacctggag ggcatccagt cgacacctac aggggteggn catgtccaar 
gctaactgag aggccttcca gaegcttcat ttttgttgtt tgggtttgcg gcagggcaca 
aagagg atg gcg ggt gaa aaa gtt gag aag cca gat act aaa gag aag 

Met Ala Gly Glu Lys Val Glu Lys Pro Asp Thr Lys Glu Lys 

15 10 
aaa ccc gaa gee aag aag gtt gat get ggt ggc aag gtg aaa aag ggt 
Lys Pro Glu Ala Lys Lys Val Asp Ala Gly Gly Lys Val Lys Lys Gly 
15 20 25 30 



60 
120 
180 
228 



276 



495 



aac etc aaa get aaa aag 
Asn Leu Lys Ala Lys Lys 
35 

aac cct gtc ctt gtc aga 
Asn Pro Val Leu Val Arg 
50 

tat tec aga aag gee atg 
Tyr Ser Arg Lys Ala Met 
65 

a 99 9 ra aa 9 9 ra c 9 t 9 aa 
Arg Xaa Lys Xaa Arg Glu 
80 

egg gac aa 
Arg Asp 
95 



ccc aag aag ggg aag ccc 
Pro Lys Lys Gly Lys Pro 
40 

gga att ggc agg tat tec 
Gly He Gly Arg Tyr Ser 
55 

aaa gag aaa gac agg gaa 
Lys Glu Lys Asp Arg Glu 
70 

aaa gaa aag gya egg ggt 
Lys Glu Lys Xaa Arg Gly 
85 90 



cat tgc age cgc 324 
His Cys Ser Arg 
45 

cga tct gec atg 372 
Arg Ser Ala Met 
60 

aag gag aga gag 420 

Lys Glu Arg Glu 

75 

aaa aac mma grc 468 
Lys Asn Xaa Xaa 

476 



<210> 715 

<211> 474 
pi <212> DNA 
^ <213> Homo sapiens 

5P; <220> 

f 4 ; <221> CDS 

UJ <222> 187. .474 



*S <400> 715 

J* atettgeaag gtaagaatcg cgggcctgtc tgeaagaett gagttcagga ctcccaatcc 60 
J~ ttcgccatcc gaacctggag ggcatccagt cgacacctac aggggteggn catgtccaar 12 0 
^ gctaactgag aggccttcca gaegcttcat ttttgttgtt tgggtttgcg gcagggcaca 180 
^ aagagg atg gcg ggt gaa aaa gtt gag aag cca gat act aaa gag aag 22 8 

Met Ala Gly Glu Lys Val Glu Lys Pro Asp Thr Lys Glu Lys 
15 10 
aaa ccc gaa gee aag aag gtt gat get ggt ggc aag gtg aaa aag ggt 276 
Lys Pro Glu Ala Lys Lys Val Asp Ala Gly Gly Lys Val Lys Lys Gly 
15 20 25 30 

aac etc aaa get aaa aag ccc aag aag ggg aag ccc cat tgc age cgc 324 
Asn Leu Lys Ala Lys Lys Pro Lys Lys Gly Lys Pro His Cys Ser Arg 

35 40 45 

aac cct gtc ctt gtc aga gga att ggc agg tat tec cga tct gec atg 372 
Asn Pro Val Leu Val Arg Gly He Gly Arg Tyr Ser Arg Ser Ala Met 

50 55 60 

tat tec aga aag gee atg tac aag agg aag cag etc ctg aag cca aga 420 
Tyr Ser Arg Lys Ala Met Tyr Lys Arg Lys Gin Leu Leu Lys Pro Arg 

65 70 75 

wwc aga aag tgg aag gca cag aac cga eta egg ctt tea ate tct ttg 468 
Xaa Arg Lys Trp Lys Ala Gin Asn Arg Leu Arg Leu Ser He Ser Leu 

80 85 90 

ttg gaa 474 
Leu Glu 
95 



P 

JS3BS. 



<210> 716 
<211> 855 



496 



<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 187 . . 855 



324 



420 



468 



<400> 716 

atcttgcaag gtaagaatcg cgggcctgtc tgcaagactt gagttcagga ctcccaatcc 60 
ttcgccatcc gaacctggag ggcatccagt cgacacctac aggggtcggn catgtccaar 12 0 
gctaactgag aggccttcca gacgcttcat ttttgttgtt tgggtttgcg gcagggcaca 180 
aagagg atg gcg ggt gaa aaa gtt gag aag cca gat act aaa gag aag 22 8 

Met Ala Gly Glu Lys Val Glu Lys Pro Asp Thr Lys Glu Lys 
15 10 
aaa ccc gaa gcc aag aag gtt gat get ggt ggc aag gtg aaa aag ggt 276 
Lys Pro Glu Ala Lys Lys Val Asp Ala Gly Gly Lys Val Lys Lys Gly 
15 20 25 30 

M aac etc aaa get aaa aag ccc aag aag ggg aag ccc cat tgc age cgc 
w Asn Leu Lys Ala Lys Lys Pro Lys Lys Gly Lys Pro His Cys Ser Arg 
€1 35 40 45 

U1 aac cct gtc ctt gtc aga gga att ggc agg tat tec cga tct gcc atg 372 
M* Asn Pro Val Leu Val Arg Gly lie Gly Arg Tyr Ser Arg Ser Ala Met 
hi 50 55 60 

tat tec aga aag gcc atg tac aag agg aag tac tea gcc get aaa tec 
Tyr Ser Arg Lys Ala Met Tyr Lys Arg Lys Tyr Ser Ala Ala Lys Ser 
M 65 70 75 

aag gtt gaa aag aaa aag aag gag aag gtt etc gca act gtt aca aaa 
Lys Val Glu Lys Lys Lys Lys Glu Lys Val Leu Ala Thr Val Thr Lys 
y 80 85 90 

cca gtt ggt ggt gac aag aac ggc ggt ace egg gtg gtt aaa ctt cgc 516 
fij Pro Val Gly Gly Asp Lys Asn Gly Gly Thr Arg Val Val Lys Leu Arg 
£ 95 100 105 HO 

Q aaa atg cct aga tat tat cct act gaa gat gtg cct cga aag ctg ttg 564 
**i Lys Met Pro Arg Tyr Tyr Pro Thr Glu Asp Val Pro Arg Lys Leu Leu 
*** 115 120 125 

age cac ggc aaa aaa ccc ttc agt cag cac gtg aga aaa ctg cga gcc 
Ser His Gly Lys Lys Pro Phe Ser Gin His Val Arg Lys Leu Arg Ala 

130 135 140 

age att acc ccc ggg ace att ctg ate ate etc act gga cgc cac agg 
Ser He Thr Pro Gly Thr He Leu He He Leu Thr Gly Arg His Arg 

145 150 155 

ggc aag agg gtg gtt ttc ctg aag cag ctg get agt ggc tta tta ctt 
Gly Lys Arg Val Val Phe Leu Lys Gin Leu Ala Ser Gly Leu Leu Leu 

160 165 170 

gtg act gga cct ctg gtc etc aat cga gtt cct eta cga aga aca cac 756 
Val Thr Gly Pro Leu Val Leu Asn Arg Val Pro Leu Arg Arg Thr His 
175 180 185 190 

cag aaa ttt gtc att gcc act tea acc aaa ate gat ate age aat gta 
Gin Lys Phe Val He Ala Thr Ser Thr Lys He Asp He Ser Asn Val 

195 200 205 

aaa ate cca aaa cat ctt act gat get tac ttc aag aag aag aag ctg 
Lys He Pro Lys His Leu Thr Asp Ala Tyr Phe Lys Lys Lys Lys Leu 
210 215 220 



612 



660 



708 



804 



852 



497 



855 

egg 
Arg 

<210> 717 
<211> 402 
<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 199. .402 



<400> 717 

agtgcatagc tctggcacgc gctgcaccaa cttcctgttg ggtgctgtgg tcccaaggcg 60 
cgtgctttgc agcagatgtg tgacctggcg ttcccctgag tgctcggaaa atggccttgt 120 
ctccggtcgt tcccgttcag gagcagaatt ttcccactgt aaaaaaccga gcaagtctgg 
ataagtgagg ctggctcc atg tat cca gaa tea acg acg ggc tec ccg get 

Met Tyr Pro Glu Ser Thr Thr Gly Ser Pro Ala 
Q -L 5 10 

~ egg etc teg ctg egg cag acg ggc tec ccc ggg atg ate tac agt act 
Ul Arg Leu Ser Leu Arg Gin Thr Gly Ser Pro Gly Met He Tyr Ser Thr 
M, 15 20 25 

Ui egg tat ggg agt ccc aaa aga cag etc cag ttt tac agg aac ctg ggc 
yg Arg Tyr Gly Ser Pro Lys Arg Gin Leu Gin Phe Tyr Arg Asn Leu Gly 
,n 30 35 40 

aag tct ggc ctg egg gtc tec tgc ctg gga ctt gga nca tgg gtg ace 375 
w Lys Ser Gly Leu Arg Val Ser Cys Leu Gly Leu Gly Xaa Trp Val Thr 

50 55 



45 

ttc gga ggc cag ate acc gat gag atg 

Phe Gly Gly Gin He Thr Asp Glu Met 

60 65 



<210> 718 
<211> 332 
<212> DNA 
<213> Homo sapiens 

<220> 
<221> CDS 
<222> 14. .331 



180 
231 



279 



327 



402 



49 



97 



<400> 718 

gtttttgtcc aat atg gcg gcg ccc agt ggc ggt gtg aac tgt gag gag 
Met Ala Ala Pro Ser Gly Gly Val Asn Cys Glu Glu 
15 10 
ttc gec gag ttc cag gaa tta etc aag gtg atg agg aca att gat gac 
Phe Ala Glu Phe Gin Glu Leu Leu Lys Val Met Arg Thr He Asp Asp 

15 20 25 

aga ata gta cat gaa tta aac act acg gtt cca aca get tec ttt gca 145 
Arg He Val His Glu Leu Asn Thr Thr Val Pro Thr Ala Ser Phe Ala 

30 35 40 

ggg aaa att gat gec age caa acc tgt aaa caa ctt tat gag tct ttg 193 



498 



# « 



5,^ 



Gly 


Lys 


He 


Asp 


Ala 


Ser 


Gin 


Thr 


Cys 


Lys 


Gin 


Leu 


Tyr 


Glu 


Ser 


Leu 




45 








50 










55 










60 




atg 


gca 


get 


cat 


gec 


agt 


aga 


gac 


aga 


gtc 


ata 


aaa 


aac 


tgt 


ata 


gec 


241 


Met 


Ala 


Ala 


His 


Ala 
65 


Ser 


Arg 


Asp 


Arg 


Val 
70 


He 


Lys 


Asn 


Cys 


He 
75 


Ala 




cag 


act 


tea 


gca 


gta 


gta 


aaa 


aac 


etc 


cga 


gaa 


gag 


aga 


gaa 


aag 


aat 


289 


Gin 


Thr 


Ser 


Ala 
80 


Val 


Val 


Lys 


Asn 


Leu 
85 


Arg 


Glu 


Glu 


Arg 


Glu 
90 


Lys 


Asn 




ttg 


gac 


gat 


tta 


acg 


tta 


tta 


aaa 


caa 


ctt 


aga 


aaa 


gag 


cag 


a 




332 


Leu 


Asp 


Asp 
95 


Leu 


Thr 


Leu 


Leu 


Lys 
100 


Gin 


Leu 


Arg 


Lys 


Glu 
105 


Gin 









<210> 719 

<211> 445 

<212> DNA 

<213> Homo sapiens 

<220> 
<221> CDS 
<222> 107 . .445 



259 



307 



<400> 719 

U acagagcega ccatctccca ctcgagctgc ccccgccctc tggacccgag tgactcaggc 60 
%p ctttgtttgt ccttcctggt agaggegggt tccctccctc ggcaag atg ccg gag 115 

Met Pro Glu 

3 1 

J" tgc tgg gat ggg gaa cat gac ate gag aca ccc tac ggc ctt ctg cat 163 
%, Cys Trp Asp Gly Glu His Asp He Glu Thr Pro Tyr Gly Leu Leu His 
Si 5 10 15 

Li 9 ta gtg ate egg ggc tec ccc aag ggg aac cgc cca gee ate etc acc 211 

Val Val He Arg Gly Ser Pro Lys Gly Asn Arg Pro Ala He Leu Thr 
45 20 25 30 35 

O tac cat gat gtg ggc etc aac cac aaa eta tgc ttc aac acc ttc ttc 
p Tyr His Asp Val Gly Leu Asn His Lys Leu Cys Phe Asn Thr Phe Phe 

40 45 50 

aac ttc gag gac atg cag gag ate acc aag cac ttt gtg gtg tgt cac 
Asn Phe Glu Asp Met Gin Glu He Thr Lys His Phe Val Val Cys His 

55 60 65 

gtg gan ncs cct gga caa cag gtg ggg gcg teg cag ttt cct cag ggg 355 
Val Xaa Xaa Pro Gly Gin Gin Val Gly Ala Ser Gin Phe Pro Gin Gly 

70 75 80 

tac cag ttc ccc tec atg gag cag ctg get gec atg etc ccc age gtg 
Tyr Gin Phe Pro Ser Met Glu Gin Leu Ala Ala Met Leu Pro Ser Val 

85 90 95 

gtg cag cat ttc ggg ttc aag tat gtg att ggc ate gga gtg 445 
Val Gin His Phe Gly Phe Lys Tyr Val He Gly He Gly Val 
100 105 110 

<210> 720 
<211> 401 
<212> DNA 

<213> Homo sapiens 



403 



499 



# 4 



<220> 
<221> CDS 
<222> 141. .401 



<400> 720 

aaaaaacctc gcctggctcc cagctggtgc tgaagctcgt cagttcacca tccgccctcg 60 
gcttccgcgg ggcgctgggc cgccagcctc ggcaccgtcc tttcctttct ccctcgcgtt 120 
aggcaggtga cagcagggac atg tct egg gag atg cag gat gta gac etc get 173 

Met Ser Arg Glu Met Gin Asp Val Asp Leu Ala 
15 10 
9^g gtg aag cct ttg gtg gag aaa ggg gag ace ate ace ggc etc ctg 221 
Glu Val Lys Pro Leu Val Glu Lys Gly Glu Thr lie Thr Gly Leu Leu 

15 20 25 

caa gag ttt gat gtc cag gag cag gac ate gag act tta cat ggc tct 269 
Gin Glu Phe Asp Val Gin Glu Gin Asp lie Glu Thr Leu His Gly Ser 

30 35 40 

gtt cac gtc acg ctg tgt ggg act ccc aag gga aac egg cct gtc ate 317 
Val His Val Thr Leu Cys Gly Thr Pro Lys Gly Asn Arg Pro Val lie 
^ 45 50 55 

etc ace tac cat gac ate ggc atg aac cac aaa acc tgc tac aac ccc 365 
Leu Thr Tyr His Asp lie Gly Met Asn His Lys Thr Cys Tyr Asn Pro 
H* 60 65 70 75 

yJ etc ttc aac tac gag gac atg cag gag ate acc cag 401 
=U Leu Phe Asn Tyr Glu Asp Met Gin Glu lie Thr Gin 
dj 80 85 



5 3* 





<210> 


721 




<211> 


372 


m 


<212> 


DNA 




<213> 


Homo 


s y 

S3BS 


<220> 






<221> 


CDS 




<222> 


62. . 



<400> 721 

aaagttcata tcccagtgtc ctttgaatcg acttcctttt ttcttttttc cggcgttcaa 60 
g atg teg aag cga gga cgt ggt ggg tec tct ggt gcg aaa ttc egg att 109 
Met Ser Lys Arg Gly Arg Gly Gly Ser Ser Gly Ala Lys Phe Arg lie 
15 10 15 

tec ttg ggt ctt ccg gta gga get gta ate aat tgt get gac aac aca 157 
Ser Leu Gly Leu Pro Val Gly Ala Val lie Asn Cys Ala Asp Asn Thr 

20 25 30 

gga gee aaa aac ctg tat ate ate tec gtg aag grg ate aag gga egg 2 05 

Gly Ala Lys Asn Leu Tyr lie lie Ser Val Lys Xaa lie Lys Gly Arg 

35 40 45 

ctg aac aga ctt ccc get get ggt gtg ggt gac atg gtg atg gee aca 253 
Leu Asn Arg Leu Pro Ala Ala Gly Val Gly Asp Met Val Met Ala Thr 

50 55 60 

gtc aag aaa ggc aaa cca gag etc aga aaa aag gta cat cca gca gtg 3 01 

Val Lys Lys Gly Lys Pro Glu Leu Arg Lys Lys Val His Pro Ala Val 
65 70 75 80 



500 



